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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI Description 
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NCBI Description 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl70053 

80 

3.0e-37 

103 

95 

Soybean ribosomal protein Sll mRNA, 



3 T end 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



48148 

leu701151270.hl 

BLASTN 

g!277165 

48 

3.0e-18 

105 

93 

Glycine max cysteine proteinase inhibitor mRNA, partial cds 
48149 

leu701151287.hl 

BLASTX 

gl352075 

182 

3.0e-14 

55 

64 

BETA-GALACTOS I DASE PRECURSOR (LACTASE) 

>gi_1076460_pir S52393 beta-galactosidase (EC 3.2.1.23) - 

wild cabbage >gi_669059_emb_CAA59162_ (X84684) 
beta-galactosidase [Brassica oleracea] 

48150 

leu701151301.hl 

BLASTX 

g531389 

251 

5.0e-22 

72 

60 

(U12626) copia-like retrotransposon Hopscotch polyprotein 
[Zea mays] 

48151 

leu701151332.hl 

BLASTN 

g!70067 

99 

1.0e-48 

215 
74 

Soybean (G.max) proline-rich cell wall protein (SbPRP3) 
gene, complete cds 

48152 

leu701151347.hl 

BLASTN 

g2961299 
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NCBI Description 


Vr\UUU000XJ pUTZatlVe irUXiO piOLclil Lrix d-I-JXtJiU^JoXo L.Ila.Xxa.Hci j 
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OXii-io 1 A 


Lri \^±J X w X 


a44 67147 


BLAST score 


192 


E value 


3.0e-15 


Match length 


68 


% identity 


56 


NCBI Description 


(AL035540) putative protein [Arabidopsis thaliana] 



7802 



o 



Ocl[( VI \J * 


48158 




leu701151723 .hi 


Method 


BLASTN 


NCBI GI 


g479144 
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NObi Description 
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Method 


BLASTX 


NCBI GI 


g3482978 


oLiAbi score 
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Match length 
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NCBI Description 


\nLU Ji j D-7 7 putative px<Jl_clil 




4R1 61 

*± O X U X 
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1 on7H1 1^1887 hi 
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Method 


BLASTX 


NCBI GI 


g538502 
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NCBI Description 


lli>3oZ-51/ perOXlUaSc LDiyiUo 


oeq • wo . 
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Method 
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NCBI GI 


g4219092 


BLAST score 
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E value 




Match lengtin 
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INLrDX UcbCIipLlUIl 


/ TiPl 1 7707 ^ nn t - ;=i t" "i rrmriP'r/ 




cnaperone precursor L-'-'ycop" 


Seq. No. 


48163 


Seq. ID 


leu701152066.hl 


Method 


BLASTN 


NCBI GI 


gl69980 


BLAST score 


85 



7803 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-40 

157 

89 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
48164 

leu701152117.hl 

BLASTX 

g294668 

125 

7.0e-13 

43 

83 

(L13242) beta-ketoacyl-ACP synthase [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48165 

leu701152165.hl 

BLASTN 

g4490734 

40 

3.0e-13 

52 

94 

Arabidopsis thaliana DNA chromosome 4, 
project) 



BAC clone (ESSA 



Seq. No. 


48166 


Seq. ID 


leu701152204.hl 


Method 


BLASTX 


NCBI GI 


g3043656 


BLAST score 


259 


E value 


8.0e-23 


Match length 


80 


% identity 


61 


NCBI Description 


(AB011138) KIAA0566 protein 


Seq. No. 


48167 


Seq. ID 


leu701152210.hl 


Method 


BLASTX 


NCBI GI 


g3548808 


BLAST score 


282 


E value 


2.0e-25 


Match length 


87 


% identity 


62 


NCBI Description 


(AC005313) unknown protein 


Seq. No. 


48168 


Seq. ID 


leu701152213.hl 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


163 


E value 


9.0e-87 


Match length 


183 


% identity 


98 


NCBI Description 


Glycine max cationic peroxi 


Seq. No. 


48169 



2 (Prx2) mRNA, complete cds 



7804 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



leu701152302.hl 

BLASTX 

g2832661 

185 

2.0e-14 

73 
60 

(AL021710) pherophorin - like, protein [Arabidopsis 
thaliana] 
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NCBI Description 


(U78721) hypothetical protein 


Seq. No. 


48171 


Seq. ID 


leu701152324.hl 


Method 


BLASTX 


NCBI GI 


gl26151 


BLAST score 


154 


E value 


2.0e-10 


Match length 


53 


% identity 


58 


NCBI Description 


LECTIN PRECURSOR (AGGLUTININ) 




lectin precursor - soybean >gi 




prepeptide [Glycine max] 



(SBA) >gi 282898_pir S27365 



Seq. No. 


48172 


Seq. ID 


leu701152334.hl 


Method 


BLASTX 


NCBI GI 


g2288997 


BLAST score 


283 


E value 


1.0e-25 


Match length 


71 


% identity 


79 


NCBI Description 


(AC002335) hypothetical 


Seq. No. 


48173 


Seq. ID 


leu701152385.hl 


Method 


BLASTN 


NCBI GI 


gl565222 


BLAST score 


97 


E value 


2.0e-47 


Match length 


197 


% identity 


87 


NCBI Description 


A. thaliana mRNA for MCM2 


Seq. No. 


48174 


Seq. ID 


leu701152523.hl 


Method 


BLASTX 


NCBI GI 


g4262148 


BLAST score 


167 



7805 



E value 
Match length 
% identity 
NCBI Description 



# 

4.0e-12 

77 

37 

(AC005275) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 
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NCBI GI 

BLAST score 

E value 

Match length 
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NCBI Description 
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NCBI Description 

Seq. No. 

Seq. ID 
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BLAST score 
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NCBI Description 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48175 

leu701152561.hl 

BLASTX 

gl236961 

215 

8.0e-18 

53 
72 

(U50201) prunasin hydrolase precursor 
48176 

leu701152573.hl 

BLASTN 

g!70053 

215 

1.0e-118 

243 
97 

Soybean ribosomal protein Sll mRNA, 3' 



[Prunus serotina] 



end 



48177 

leu701152604.hl 

BLASTX 

g3810592 

247 

1.0e-21 

63 

79 

(AC005398) unknown protein [Arabidopsis thaliana] 
48178 

leu701152619.hl 

BLASTX 

g2760836 

179 

1.0e-13 

76 

58 

(AC003105) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

48179 

leu701152647.hl 

BLASTX 

g417094 

174 

5.0e-13 

58 

55 

GLUTATHIONE S -TRANSFERASE 2 ( CLASS -THETA) 
>gi_479387_pir S33629 glutathione transferase (EC 



7806 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.5.1.18) 2 - clove pink (fragment) >gi_553063 (L05916) 
glutathione s-transf erase [Dianthus caryophyllus] 

48180 

leu701152656.hl 

BLASTX 

g2642431 

244 

4.0e-21 

79 

57 

(AC002391) putative retrotransposon polyprotein 
[Arabidopsis thaliana] 

48181 

leu701152705.hl 

BLASTX 

g3876465 

166 

7.0e-12 

41 

76 

(281071) predicted using Genefinder; Similarity to Human 
small nuclear ribonucleoprotein E (SW:P08578); cDNA EST 
yk375g7.3 comes from this gene; cDNA EST yk375g7*5 comes 
from this gene; cDNA EST yk435f5.3 comes from this gene; 



Seq. No. 
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Seq. ID 
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Method 


BLASTX 


NCBI GI 
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BLAST score 
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E value 
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Match length 
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49 


NCBI Description 


(AF090446) copia 


Seq. No. 


48183 


Seq. ID 


leu701152777.hl 


Method 


BLASTX 


NCBI GI 


gl26404 


BLAST score 
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E value 


1.0e-10 


Match length 
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% identity 


56 


NCBI Description 


SEED LIPOXYGENASE 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



lipoxygenase (EC 1.13.11.12) 2 - soybean >gi_170014 
(J03211) lipoxygenase (EC 1.13.11.12) [Glycine max] 

48184 

leu701152913.hl 

BLASTX 

g2811029 

316 

2.0e-29 

82 

76 



7807 



NCBI Description 



# 



ACETYLORNITHINE AMINOTRANSFERASE PRECURSOR (ACOAT) 
(ACETYLORNITHINE TRANSAMINASE) (AOTA) 
>gi_1944511_emb_CAA69936_ (Y08680) acetylornithine 
aminotransferase [Alnus glutinosa] 
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NCBI Description 


(AF013466) auxin response factor 4 [Arab 
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NCBI Description 


(ALuubzoz) putative giucosyi transierase 
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NCBI Description 


(AC004561) putative enolase [Arabidopsis 


O C a LN W « 


A 81 89 


Seq. ID 


leu701153074.hl 


Method 


BLASTX 


NCBI GI 


g4200122 


BLAST score 


193 


E value 


2.0e-15 


Match length 


69 


% identity 


51 


NCBI Description 


(AJ009555) hypothetical protein [Arabido 


Seq. No. 


48190 



[Arabidopsis thaliana] 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



leu701153084.hl 

BLASTX 

gl565223 

267 

5.0e-24 

54 

93 

(Y08301) MCM2-related protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48191 

leu701153093.hl 

BLASTX 

g4263825 

202 

2.0e-16 

60 

65 

(AC006067) hypothetical protein [Arabidopsis thaliana] 
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NCBI Description 


ATP SYNTHASE ALPHA CHAIN 




H+-ATPase alpha subunit [ 
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Method 
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NCBI GI 


g3859116 


BLAST score 
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E value 
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NCBI Description 


(AF031609) unknown [Oryza 


Seq. No. 


48194 


Seq. ID 


leu701153148.hl 


Method 


BLASTX 


NCBI GI 


gl23601 


BLAST score 
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E value 


5.0e-16 


Match length 
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58 


NCBI Description 


HEAT SHOCK 70 KD PROTEIN 




protein, 7 OK - soybean >g 




Heat Shock 70kD protein [ 


Seq. No. 
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leu701153158.hl 


Method 


BLASTN 


NCBI GI 
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BLAST score 


73 
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heat shock 
(X62799) 
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NCBI Description 
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NCBI Description 



4.0e-33 

129 

89 

Prunus armeniaca 40S ribosomal protein S8 (RPS8) mRNA, 
complete cds 

48196 

leu701153166.hl 

BLASTN 

g3264758 

72 

1.0e-32 

128 
89 

Prunus armeniaca 4 OS ribosomal protein S8 (RPS8) mRNA, 
complete cds 

48197 

leu701153167.hl 

BLASTN 

gl70053 

50 

2.0e-19 

74 

92 

Soybean ribosomal protein Sll mRNA, 3 1 end 
48198 

leu701153309.hl 

BLASTX 

g3549626 

171 

1.0e-12 

76 

50 

(AJ009696) wall-associated kinase 1 [Arabidopsis thaliana] 
48199 

leu701153350.hl 

BLASTN 

gl8559 

45 

2.0e-16 

88 

89 

G.max gene for catalase 
48200 

leu701153428.hl 

BLASTX 

g2618689 

174 

6.0e-13 

49 
78 

(AC002510) unknown protein [Arabidopsis thaliana] 



7810 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48201 

leu701153441.hl 

BLASTX 

g3777527 

141 

3.0e-09 

72 
39 

(AF053008) gag-pol polyprotein [Glycine max] 
48202 

leu701153467.hl 

BLASTN 

g3341442 

47 

1.0e-17 

203 
81 

Glycine max mRNA for root nodule acid phosphatase 
48203 

leu701153472.hl 

BLASTX 

gl706695 

153 

2.0e-10 

44 

61 

PHOSPH0MEVAL0NATE KINASE >gi_1362436_pir S57588 

phosphomevalonate kinase (EC 2.7.4.2) - yeast 
(Saccharomyces cerevisiae) >gi_887601_emb_CAA90191_ 
(Z4 9939) Erg8p [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48204 

leu701153502.hl 

BLASTN 

g4115338 

137 

3.0e-71 

196 

22 

Pisum sativum (Alaska) ubuquitin (PUB4) gene, complete cds 
48205 

leu701153535.hl 

BLASTX 

g4510342 

245 

4.0e-21 

75 

67 

(AC006921) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



48206 

leu701153540.hl 
BLASTN 



7811 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Match length 
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NCBI Description 
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NCBI Description 
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Match length 
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NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g!277167 
171 

1.0e-91 

171 

100 

Glycine max cysteine proteinase inhibitor mRNA, partial cds 
48207 

leu701153591.hl 

BLASTX 

g2827709 

251 

5.0e-22 

77 

58 

(AL021684) predicted protein [Arabidopsis thaliana] 
48208 

leu701153706.hl 

BLASTX 

g2827992 

312 

4.0e-29 

80 
68 

(AF034743) UDP-glucuronosyltransf erase [Pisum sativum] 
48209 

leu701153758.hl 

BLASTX 

g2262118 

371 

5.0e-36 

83 

82 

(AC002343) cell division protein isolog [Arabidopsis 
thaliana] 

48210 

leu701154006.hl 

BLASTN 

g391604 

66 

7.0e-29 

130 

88 

Arabidopsis thaliana ATPK15D mRNA for casein kinase II 
catalytic subunit, complete cds 

48211 

leu701154021.hl 

BLASTX 

g4314358 

142 

2.0e-09 

78 

40 



7812 



NCBI Description 



(AC00634 0) putative kinesin heavy chain protein 
[Arabidopsis thaliana] 
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NCBI Description 


Arabidopsis thaliana genomic DNA, chroitiosoirie 5/ PI 




l/llUO/ COIlipxeL.e Sequence [HlaDlUOpblb LIla.-L-L cilia. J 


Seq. No. 


48214 


Seq. ID 


leu701154041.hl 


Method 


BLASTX 


NCBI GI 


g731651 


BLAST score 


161 


E value 


3.0e-ll 


Match length 


74 


% identity 


43 



clone 



NCBI Description 



HYPOTHETICAL ALDEHYDE- DEHYDROGENASE LIKE PROTEIN IN 

PUT2-SRB2 INTERGENIC REGION >gi_626608 jpir S4 6746 

hypothetical protein YHR039c - yeast (Saccharomyces 
cerevisiae) >gi_488180 (U00062) Yhr039cp [Saccharomyces 
cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48215 

leu701154106.hl 

BLASTX 

g3805845 

346 

4.0e-33 

81 

78 

(AL031986) putative protein [Arabidopsis thaliana] 
48216 

leu701154167.hl 

BLASTX 

g3355479 

194 

3.0e-15 

51 

61 

(AC004218) unknown protein [Arabidopsis thaliana] 



7813 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48217 

leu701154173.hl 

BLASTX 

gl514643 

196 

2.0e-15 

61 

52 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48218 

leu701154188.hl 

BLASTN 

gl480927 

48 

4.0e-18 

158 

88 

Glycine max cdc2 protein kinase 
pseudogene 



( (cdc2 (1) ) nonprocessed 



Seq. No. 


4oziy 


Seq. ID 


leu701154190.hl 


Method 


BLASTX 


JMLril bl 


~0 Q C *5 A 

gjyoo4 dj 


BLAST score 


127 


E value 


1 . Oe-08 


Match length 


OX 


% identity 


55 


NCBI Description 


(AC002328) F20N2.8 [Arabidopsis thaliana] 


Seq. No. 


48220 


Seq. ID 


leu701154216.hl 


Method 


BLASTN 


NCBI GI 


g4127457 


BLAST score 


33 


E value 


3.0e-09 


Match length 


57 


% identity 


89 


NCBI Description 


Arabidopsis thaliana mRNA for myb covl protein, 


Seq. No. 


48221 


Seq. ID 


leu701154259.hl 


Method 


BLASTX 


NCBI GI 


gl653767 


BLAST score 


216 


E value 


8.0e-18 


Match length 


68 


% identity 


62 


NCBI Description 


(D90916) oligopeptidase A [Synechocystis sp.] 


Seq. No. 


48222 


Seq. ID 


leu701154296.hl 


Method 


BLASTX 


NCBI GI 


g3451075 


BLAST score 


153 



7814 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-10 

43 
67 

(AL031326) putative protein [Arabidopsis thaliana] 
48223 

leu701154334.hl 

BLASTN 

g!149570 

47 

7.0e-18 

115 
85 

A.thaliana mRNA for mitochondrial elongation factor Tu 
48224 

leu701154374.hl 

BLASTX 

g4263825 

201 

4.0e-16 

77 

52 

(AC006067) hypothetical protein [Arabidopsis thaliana] 
48225 

leu701154426.hl 

BLASTX 

g3850576 

302 

4.0e-28 

76 

86 

(AC005278) Strong similarity to gb_U04 968 nucleotide 
excision repair protein (ERCC2) from Cricetulus grisseus. 
[Arabidopsis thaliana] 

48226 

leu701154434.hl 

BLASTX 

gl935914 

220 

2.0e-18 

44 

91 

(U77347) lethal leaf-spot 1 homolog [Arabidopsis thaliana] 
48227 

leu701154467.hl 

BLASTN 

g999189 

110 

3.0e-55 

170 

91 

dihydrof olate reductase-thymidylate s ynt ha se=bi functional 
enzyme [Glycine max, seedling, mRNA, 1794 nt] 



7815 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48228 

leu701154507.hl 

BLASTX 

g4107343 

155 

1.0e-10 

75 
44 

(AJ224922) ATP citrate lyase [Sordaria macrospora] 
48229 

leu701154511.hl 

BLASTX 

g4388829 

156 

5-0e-ll 

51 
63 

(AC006528) putative pol polyprotein with a Zn-finger CCHC 
type domain (prosite:QDOC50158) and a DDE- integrase 
signature motif [Arabidopsis thaliana] 

48230 

leu701154550.hl 

BLASTX 

g4206209 

168 

3.0e-12 

62 
50 

(AF071527) putative glucan synthase component [Arabidopsis 
thaliana] >gi_4263042_gb_AAD15311_ (AC005142) putative 
glucan synthase component [Arabidopsis thaliana] 



Seq. No. 


48231 


Seq. ID 


leu701154559.hl 


Method 


BLASTN 


NCBI GI 


g3176097 


BLAST score 


79 


E value 


1.0e-36 


Match length 


199 


% identity 


85 


NCBI Description 


Medicago truncatula mRNA for annexin 


Seq. No. 


48232 


Seq. ID 


leu701154674.hl 


Method 


BLASTX 


NCBI GI 


g2098709 


BLAST score 


142 


E value 


4.0e-12 


Match length 


44 


% identity 


86 


NCBI Description 


(U82975) pectinesterase [Citrus sinensis] 


Seq. No. 


48233 


Seq. ID 


leu701154690.hl 



7816 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2780194 

144 

2.0e-09 

49 

59 

(AJ003197) 



adenine nucleotide translocator [Lupinus albus] 



48234 

leu701154819.hl 

BLASTX 

g481812 

284 

1.0e-25 

88 

35 

DNA-binding protein GT-2 
>gi_4 1 6 4 9 0_emb_CAA5 1 2 8 9_ 
thaliana] 



- Arabidopsis thaliana 

(X72780) GT-2 factor [Arabidopsis 



Seq, No. 


48235 


Seq. ID 


leu701154823.hl 


Method 


BLASTX 


NCBI GI 


g2982266 


BLAST score 


301 


E value 


7.0e-28 


Match length 


74 


% identity 


74 


NCBI Description 


(AF051216) probable fibrillarin [Picea mariana 


Seq. No. 


48236 


Seq. ID 


leu701155205 .hi 


Method 


BLASTN 


NCBI GI 


g436782 


BLAST score 


56 


E value 


6.0e-23 


Match length 


96 


% identity 


90 


NCBI Description 


Rice mRNA for cyc07, complete cds 


Seq. No. 


48237 


Seq. ID 


leu701155231.hl 


Method 


BLASTX 


NCBI GI 


g3695019 


BLAST score 


161 


E value 


3-0e-ll 


Match length 


48 


% identity 


62 


NCBI Description 


(AF055848) subtilisin-like protease [Arabidops 


Seq. No. 


48238 


Seq. ID 


leu701155248.hl 


Method 


BLASTX 


NCBI GI 


g2392771 


BLAST score 


183 


E value 


- 4.0e-14 


Match length 


79 



7817 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 

(AC002534) putative kinesin-like protein [Arabidopsis 
thaliana] 

48239 

leu701155250.hl 

BLASTX 

gl915974 

346 

5.0e-33 
83 
81 

(U62329) 
(U64818) 



fructokinase [Lycopersicon esculentum] >gi_2102693 
fructokinase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



48240 

leu701155290.hl 

BLASTX 

g2576411 

135 

4.0e-15 

57 

77 

(AF012833) similar to dynamin-like protein encoded by 
GenBank Accession Number X99669 [Arabidopsis thaliana] 

48241 

leu701155308.hl 

BLASTX 

g729470 

231 

2.0e-19 

55 
82 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 

(NAD- DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_2977 98_emb__CAA79702_ 

(Z21493) mitochondrial formate dehydrogenase precursor 

[Solanum tuberosum] 

48242 

leu701155348.hl 

BLASTX 

g4115922 

284 

8.0e-26 

82 

67 

(AF118222) contains similarity to ubiquitin 
carboxyl-terminal hydrolase family 2 (Pfam: PF00443, 
score=48.3, E=3.5e-13, N-2) and (Pf am: PF00442, Score=40.0 
E=5.2e-08, N=l) [Arabidopsis thaliana] 

48243 

leu701155374.hl 
BLASTX 



7818 



o 



NCBI GI gl769898 

BLAST score 153 

E value l.Qe-10 

Match length 65 

% identity 51 

NCBI Description (Y08010) lectin receptor kinase [Arabidopsis thaliana] 

Seq. No. 48244 

Seq. ID leu701155410.hl 

Method BLASTX 

NCBI GI g4580575 

BLAST score 291 

E value 1.0e-26 

Match length 79 

% identity 66 

NCBI Description (AF08217 6) auxin response factor 9 [Arabidopsis thaliana] 

Seq, No. 48245 

Seq. ID leu701155447.hl 

Method BLASTX 

NCBI GI g3461817 

BLAST score 220 

E value 2.0e-18 

Match length 7 6 

% identity 53 

NCBI Description (AC004138) unknown protein [Arabidopsis thaliana] 

Seq. No. 48246 

Seq. ID leu701155455.hl 

Method BLASTX 

NCBI GI g3043656 

BLAST score 240 

E value 7.0e-21 

Match length 75 

% identity 61 

NCBI Description (AB011138) KIAA0566 protein [Homo sapiens] 

Seq. No. 48247 

Seq. ID leu701155457.hl 

Method BLASTN 

NCBI GI g256426 

BLAST score 32 

E value 1.0e-08 

Match length 48 

% identity 94 

NCBI Description CG4 beta-conglycinin [ soybeans , Forrest and Dare, Genomic, 
3840 nt] 

Seq. No. 48248 

Seq. ID leu701155466.hl 

Method BLASTX 

NCBI GI g4432802 

BLAST score 303 

E value 4.0e-28 

Match length 79 

% identity 66 

NCBI Description (AC006437) putative pol polyprotein, 5' partial 



7819 



II 



[Arabidopsis thaliana] 



Seq. No. 


A Q 0 A Q 


Seq. ID 


Ieu701155468.hl 


Method 


BLASTX 


NCBI GI 


giu / 04 / y 


BLAST score 


14 u 


E value 


*7 ri/-* no 

/ . ue-uy 


Match lengtn 


/ o 


% identity 


OU 


NCBI Description 


MaiDi protein appie tree ^ 


Seq. No. 




Seq. ID 


leu701155514.hl 


Method 


BLASTX 


NCBI GI 


g4 UOj / 40 


BLAST score 


loo 


E value 


o . ue— 14 


Match lengtn 


"7 ^ 


% identity 


41 


NCBI Description 


t 7\PHf\ ^ Q R 1 \ Vi t rr>i/^+- ViO-h 4 rial T\ rnf 

[ALUUooOl; nypoLnemcai prot 


Seq. No. 


4 oZOl 


Seq. ID 


leu/Ullooooo .ni 


Method 


BLASTX 


NCBI GI 


g3924596 


BLAST score 


OCA 

350 


E value 


2 . Oe-33 


Match length 


88 


% identity 


/ O 


NCBI Description 


(AF069442) putative phospho- 




[ Arabidopsis thaliana] 


Seq. No. 


a Q o c: o 


Seq. ID 


leu701155626.hl 


Method 


BLASTX 


NCBI GI 


g44oozo / 


BLAST score 


1 Q A 

lo4 


E value 


z . ue-l / 


Match length 


a Ok 
by 


% identity 


72 


NCBI Description 


(ALuoooz/) putative protzem 


Seq. No. 


48253 


Seq. ID 


leu701155650.hl 


Method 


BLASTX 


NCBI GI 


g3309086 


BLAST score 


341 


E value 


2.0e-32 


Match length 


81 



% identity 

NCBI Description 



85 

(AF076253) 
thaliana] 



calcineurin B-like protein 3 [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



48254 

leu701155688.hl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3549626 
224 

6.0e-19 

71 
62 

(AJ009696) 



wall-associated kinase 1 [Arabidopsis thaliana] 



48255 

leu701155710.hl 

BLASTX 

g3201680 

285 

5.0e-26 

77 

70 

(AF060941) extra-large G-protein 



[Arabidopsis thaliana] 



48256 

leu701155730.hl 

BLASTX 

g2911085 

141 

5.0e-09 

79 

35 

(AL021960) photosystem II oxygen-evolving complex protein 

- like [Arabidopsis thaliana] >gi_3402748_emb_CAA20194 . 1_ 
(AL031187) photosystem II oxygen-evolving complex protein 

- like [Arabidopsis thaliana] 



48257 

leu701155787.hl 

BLASTX 

g2582971 

203 

2.0e-16 

78 

53 

(D83711) TKRP125 



[Nicotiana tabacum] 



Seq. No. 
Seq. ID 



48258 

leu701155794.hl 

BLASTX 

gll72829 

253 

4.0e-22 

87 

60 

POLY (A) + RNA EXPORT PROTEIN >gi_1362233jpir A56119 RNA 

export protein rael - fission yeast (Schizosaccharomyces 
pombe) >gi_625094 (U14951) polyA+ RNA export 
[Schizosaccharomyces pombe] >gi_284 2504_emb_CAA16856_ 
(AL021748) polya+ rna export protein [Schizosaccharomyces 
pombe] 

48259 

leu701155796.hl 



7821 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl69958 

56 

6.0e-23 

80 
93 

Glycine max G-box binding factor (GBF2A) mRNA, 3 1 



end 



48260 

leu701155857.hl 

BLASTX 

g2244898 

291 

2.0e-26 

88 

58 

(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 



Seq. No. 


48261 


Seq. ID 


leu701155873 .hi 


Method 


BLASTX 


NCBI GI 


OT7Q1 

g4 LZ 1 f ol 


BLAST score 


230 


E value 


3.0e-19 


Match length 


f o 


% identity 


17 


NCBI Description 


(AJ012588) Notchless prot< 


Seq. No. 


48262 


Seq. ID 


leu701155888 .hi 


Method 


BLASTX 


NLrSi bi 


gou / oyo 


BLAST score 


235 


E value 


5.0e-20 


Match length 


87 


% identity 


55 


NCBI Description 


( D32 2 0 6 ) pr epro-cucumis in 


Seq. No. 


48263 


Seq. ID 


leu701156009.hl 


Method 


BLASTX 


NCBI GI 


gl871187 


BLAST score 


341 


E value 


1.0e-32 


Match length 


76 


% identity 


79 


NCBI Description 


(U90439) unknown protein 


Seq. No. 


48264 


Seq. ID 


leu701156050.hl 


Method 


BLASTX 


NCBI GI 


g4522009 


BLAST score 


137 


E value 


1.0e-08 


Match length 


32 


% identity 


75 



7822 



NCBI Description (AC007069) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48265 

leu701156075.hl 

BLASTX 

g3176669 

138 

8.0e-09 

72 

40 

(AC004393) End is 



cut off. [Arabidopsis thaliana] 



48266 

leu701156139.hl 

BLASTN 

gl66379 

69 

1.0e-30 

188 

73 

Alfalfa glucose-regulated endoplasmic reticular protein 
itiRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48267 

leu701156165.hl 

BLASTX 

g3176098 

144 

2.0e-18 

67 

65 

(Y15036) annexin [Medicago truncatula] 
48268 

leu701156191.hl 

BLASTX 

g3859944 

229 

2.0e-19 

73 

63 

(AF084570) FKBP12 interacting protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



48269 

leu701156222.hl 

BLASTX 

g4539660 

303 

6.0e-28 

87 

60 

(AF061282) polyprotein [Sorghum bicolor] 
48270 

leu701156274.hl 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4567090 
48 

4.0e-18 

52 
98 

Glycine max SNF-l-like serine/threonine protein kinase 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48271 

leu701156338.hl 

BLASTX 

g3599489 

182 

7.0e-14 

40 
88 

(AF085148) 3-oxoacyl- [acyl-carrier-protein] synthase 
[Capsicum chinense] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48272 

leu701156344.hl 

BLASTN 

g296408 

168 

9.0e-90 

208 
95 

G.max ADR12 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48273 

leu701156388.hl 

BLASTN 

gl70053 

187 

1.0e-101 

215 
97 

Soybean ribosomal protein Sll mRNA, 



3' end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48274 

leu701156413.hl 

BLASTX 

g4454051 

333 

2.0e-31 

72 

78 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



48275 

leu701156442.hl 

BLASTN 

g860887 

103 

5.0e-51 

198 



7824 



% identity 


QQ 
OO 


NCBI Description 


tJ. vulgaris cnioropiasi. petu gene, ycr / gene, pib-uji yene, 




y^qHE 1 rrono £ ORP^^ ( "F*= r*t" i 1 ^ nnll^n^ 


Seq. No. 


4oz / D 


beq. 1L> 


ieu / uiioDfiou .111 


Method 


DliAo I A 


NCBI GI 


g3695388 


BLAST score 


144 


E value 


0 Ao- pi q 

z . ue u y 


Match length 




% identity 


00 


iNuiji uescription 


f A TTH Q £ "3 "7 1 \ Mo H^"Fi n i i~i on 1 -Inp fmmH r At-sVii Hotis i t"haliansl 


Seq. No. 


/soon 
4oZ / / 


beq. id 


ieu / uiioo^t / fi.nj. 


Method 


DT 7V O T 1 VT 

rsijAb IN 


NCBI GI 


_oi 001 ^ 1 

golzo 14 l 


BLAST score 


35 


E value 


2.0e-10 


Match length 




% identity 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




jyiyuzz^ complete secjueiioe L"^ c ^-'*- , -'- c -<-^-'P'* :, -i-^ LiicL-i-xciiicij 


Seq. No. 


A O O 1 O 

4oz /o 


Seq. ID 


ieu /uiiooouo. ni 


Method 


TJT 7AQTY 


NCBI GI 


g3080398 


BLAST score 


308 


E value 


z . ue— 


Match length 


/ 1 


% identity 


4U 


NCBI Description 


^riiiUZZ duj y puTj.auive protein L"rajL)xciopsis T_n.a.xxa.iia.j 


Seq. No. 


4oz79 


OC^. ±U 


lcli / UilJDJJt. • 11 X 


Method 


BLASTX 


NCBI GI 


g3023751 


BLAST score 


166 


E value 


6.0e-12 


Match length 


72 



% identity 

NCBI Description 



47 

70 KD PEPTIDYLPROLYL ISOMERASE (PEPTIDYLPROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_107 6772_pir S55383 

peptidylprolyl isomerase (EC 5.2.1.8) - wheat 

>gi_854 626_emb_CAA60505_ (X86903) peptidylprolyl isomerase 

[Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



48280 

leu701156556.hl 

BLASTX 

g3169182 

155 

9.0e-ll 

53 

55 
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NCBI Description (AC004401) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48281 

leu701156570.hl 

BLASTX 

g2129597 

406 

5.0e-40 

87 

85 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 



beq. inc. 


A Q OQ O 
4 OZ 0 Z 




Seq. ID 


leu /UlloobUo.nl 




Met no a 


BLAb IN 




NCBI bl 


goo4±4 4Z 




BLAST score 


lUb 




E value 


6. Oe-54 




Match length 


Z 4 O 




% identity 


Q "7 
o / 




NCBI Description 


Glycine max mRNA for 


root nodule acid 


Seq. No. 


48283 




Seq. ID 


leu701156624.hl 




Method 


BLASTN 




NCBI GI 


g498039 




BLAST score 


49 




E value 


1.0e-18 




Mat cn length 


81 




% identity 


90 




NCBI Description 


Senecio odorus mRNA, 


complete ORF 


Seq. No. 


48284 




beq. iu 


leu701156689.hl 




Method 


BLASTX 




NCBI GI 


g4038037 




BLAST score 


151 




E value 


1.0e-16 




Match length 


76 




% identity 


14 




NCBI Description 


(AC005936) hypothetical protein [Arab 


Seq. No. 


48285 




Seq. ID 


leu701156711.hl 




Method 


BLASTN 




NCBI GI 


g20834 




BLAST score 


78 




E value 


4.0e-36 




Match length 


186 




% identity 


85 




NCBI Description 


P. sativum PHSP1 mRNA 


for HSP70 


Seq. No. 


48286 




Seq. ID 


leu701156739.hl 





7826 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4049353 

172 

1.0e-12 

43 
67 

(AL034567) 



putative protein [Arabidopsis thaliana] 



48287 

leu701157093.hl 

BLASTN 

g473987 

93 

5.0e-45 

177 

88 

Rice mRNA, partial homologous to histone H3 



gene 



48288 

leu701157157.hl 

BLASTX 

gl777312 

211 

3.0e-17 

71 

56 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48289 

leu701157213.hl 

BLASTN 

g3947720 

38 

3.0e-12 

78 

87 

Prunus persica mRNA for ribosomal protein S28 



48290 

leu701157235.hl 

BLASTX 

g3914472 

183 

4.0e-14 

45 

78 

PHOTOSYSTEM II 
>gi_322764_pir 



(rps28.2) 



tobacco >gi 
tabacum] 



10 KD POLYPEPTIDE PRECURSOR (PI I 10) 
S32021 photosystem II 10K protein - common 
22669 emb CAA49693 (X70088) NtpIIlO [Nicotiana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



48291 

leu701157253.hl 

BLASTX 

g2462760 

260 



7827 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-23 

67 

67 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
48292 

leu701157620.hl 

BLASTX 

g3914818 

142 

3.0e-09 

35 

71 

DNA- DIRECT ED RNA POLYMERASE I LARGEST SUBUNIT 
>gi_1865779_emb_CAA70321__ (Y09103) largest subunit of RNA 
polymerase I (A) [Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48293 

leu701157767.hl 

BLASTN 

g871507 

48 

4.0e-18 

80 
90 

P. sativum mRNA for small GTP-binding protein 



(clone pGTP13) 



48294 

leu701157769.hl 

BLASTX 

g4455371 

339 

2.0e-32 

77 

79 

(AL035524) putative protein [Arabidopsis thaliana] 
48295 

leu701157773.hl 

BLASTX 

g4006913 

141 

4.0e-09 

67 

48 

(Z99708) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48296 

leu701157781.hl 

BLASTN 

g296408 

184 

2.0e-99 

204 
98 

G.max ADR12 mRNA 



7828 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48297 

leu701157804.hl 

BLASTN 

g886099 

216 

1.0e-118 

227 

99 

Glycine max putative water channel protein (Pipl) mRNA, 
complete cds 

48298 

leu701157832.hl 

BLASTN 

g3132697 

45 

1.0e-16 

105 

87 

Pisum sativum SAR DNA-binding protein (SARBP-2) mRNA, 
complete cds 

48299 

leu701157889.hl 

BLASTX 

g3367536 

226 

4.0e-19 

55 
85 

(AC004392) Contains similarity to symbiosis-related like 
protein F1N20.80 gi_2961343 from A. thaliana BAC 
gb_AL022140. EST gb_T04695 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48300 

lus701015739.hl 

BLASTX 

g3064039 

151 

3.0e-10 

55 

42 

(AF054445) major latex protein homolog [Mesembryanthemum 
crystal linum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48301 

lus701015834.hl 

BLASTX 

g2661840 

141 

4.0e-09 

68 

47 

(Y15430) adenosine kinase [Physcomitrella patens] 



Seq. No. 



48302 



7829 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



lus701015850.hl 

BLASTX 

g3334405 

155 

1.0e-10 

75 
51 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE 
>gi_2267583 (AF009338) vacuolar H+-ATPase 
[Gossypium hirsutum] 



E SUBUNIT) 
subunit E 



48303 

lus701015860.hl 

BLASTX 

gl688072 

403 

1.0e-39 

86 
83 

(U41369) biotin holocarboxylase synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48304 

ncj700975101.hl 

BLASTN 

g4519183 

54 

1.0e-21 

126 

86 

Arabidopsis thaliana genomic 
K15C23, complete sequence 



DNA, chromosome 5, TAC clone 



48305 

ncj700975148.hl 

BLASTX 

g2462762 

351 

1.0e-33 

86 

73 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



48306 

ncj700975194.hl 

BLASTN 

g886099 

132 

3.0e-68 

176 

94 

Glycine max putative water channel protein (Pipl) mRNA, 
complete cds 

48307 

ncj700975211.hl 



7830 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2224892 

215 

1.0e-17 

69 

62 

(U61386) 



gibberellin 7-oxidase [Cucurbita maxima] 



48308 

ncj700975241.hl 

BLASTX 

g3482924 

230 

2.0e-19 

78 

58 

(AC003970) Highly similar to cinnamyl alcohol 
dehydrogenase, gi_1143445 [Arabidopsis thaliana] 

48309 

ncj700975263.hl 

BLASTX 

g!709976 

221 

1.0e-18 

54 
78 

60S RIBOSOMAL PROTEIN L10A >gi_1078395_pir S53893 

ribosomal protein SSM1 - yeast (Saccharomyces cerevisiae) 
>gi_732949_emb_CAA50314_ (X70985) SSMla [Saccharomyces 
cerevisiae] >gi_732951_emb_CAA50315_ (X70986) SSMlb 
[Saccharomyces cerevisiae] >gi_1246843__emb_CAA63361_ 
(X92670) see also X70986 [Saccharomyces cerevisiae] 
>gi_1322706_emb_CAA96846_ (Z72657) ORF YGL135w 
[Saccharomyces cerevisiae] >gi_137 0456_emb__CAA97 935_ 
(Z73576) ORF YPL220w [Saccharomyces cerevisiae] 

48310 

ncj700975295.hl 

BLASTX 

g3892058 

156 

1.0e-10 

65 

57 

(AC002330) putative glutamate-/aspartate-binding peptide 
[Arabidopsis thaliana] 

48311 

ncj700975323.hl 

BLASTX 

g3560231 

165 

8.0e-12 

52 

60 

(AL031530) putative edoplasmic reticulum associated protein 



7831 



[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



48312 

ncj700975428.hl 

BLASTX 

g4138343 

180 

1.0e-13 

74 

54 

(AJ011979) RNA-directed RNA polymerase [Petunia x hybrida] 
48313 

ncj700975502.hl 

BLASTX 

g4234955 

224 

1.0e-18 

69 

64 

(AF098971) NBS-LRR-like protein cD8 [Phaseolus vulgaris] 
48314 

ncj700975581.hl 

BLASTX 

g2832677 

141 

5.0e-09 

67 

40 

(AL021712) hypothetical protein [Arabidopsis thaliana] 
48315 

ncj700975624.hl 

BLASTX 

g3850568 

184 

5.0e-17 

84 

57 

(AC005278) Similar to hypothetical protein SPAC2F7.14c 
gi_1052797 from Schizosaccharomyces pombe cosmid gb_Z50142, 
[Arabidopsis thaliana] 

48316 

ncj700975649.hl 

BLASTX 

g!495251 

287 

5.0e-26 

94 

55 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
48317 

ncj700975650.hl 
BLASTX 



7832 



NCBI GI 


g2569938 


BLAST score 


294 


Hi value 


7 0<^-91 


lYIaXOll leiiyLIl 


O v 


% identity 


DZ 


incdi jjescnpi-iuxi 


(Y1 SI Q^} GAT TArahidoDsis thalianal 


beq. INO. 


ft o jIO 


OSCJ. J-U 


nr-n 700Q7S741 hi 


Method 




NCBI GI 


g2558664 


BLAST score 


157 


E value 




jxtaxen lengun 


7ft 


% identity 


A 9 


NCBI Description 


f arnn9^Rd^ h^rnnf hoti ral nrntPi n f Arshi HnD^i'? thai 

{ .H.O UU^ J Jrl } IlypUl-ilt; L.XUu.1 p.L -Lli [ nj - a^-J-UW^OiiJ U i lax 


Seq. No. 




beq. liJ 


nr--i 700Q7 S771 hi 
nCj / UU!3 / J / / X . 111. 


Method 




NCBI bl 


rxA tQQ^Q ^ 


BLAST score 


111 


E value 


9.0e-13 


Match length 


7 £ 


% identity 




NCBI Description 


(ALUodozd) putative protein ^rragiueni.; LAidiJiuupo 




tnaiiana j 


Seq. No. 


A O "D O f\ 


Q err TPl 

oeq. xu 


nr--i 700Q7 c i7Q1 hi 


Method 


BLASTX 


NCBI GI 


g4454484 


BLAST score 


147 


E value 


7.0e-10 


Match length 


63 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



40 

(AC006234) 
thaliana] 



putative diacylglycerol kinase [Arabidopsis 



48321 

ncj700975831.hl 

BLASTX 

g2335097 

220 

2.0e-18 

76 

10 

(AC002339) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

48322 

ncj700975860.hl 

BLASTN 

g532289 

53 

4.0e-21 
73 



7833 



% identity 93 

NCBI Description Soybean mRNA for late nodulin, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48323 

ncj700975862.hl 

BLASTX 

g2809241 

285 

8.0e-26 

92 
66 

(AC002560) F21B7, 



10 [Arabidopsis thaliana] 



48324 

ncj700976061.hl 

BLASTN 

g4097879 

79 

5.0e-37 

123 

91 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene 7 complete cds 

48325 

ncj700976083.hl 

BLASTX 

gl652084 

147 

1.0e-09 

81 

37 

(D90902) hypothetical protein [Synechocystis sp.] 
48326 

ncj700976486.hl 

BLASTX 

g2961390 

287 

2.0e-26 

65 

82 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



48327 

ncj700976509.hl 

BLASTX 

g3157952 

196 

2.0e-15 

73 
49 

(AC002131) F12F1. 
48328 

ncj700976552.hl 



11 [Arabidopsis thaliana] 



7834 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLAST N 

gl053215 

172 

4.0e-92 

208 

97 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

48329 

ncj700976574.hl 

BLASTX 

g4160300 

257 

1.0e-22 

86 

62 

(AJ011893) cyclin D3.1 protein [Nicotiana tabacum] 
48330 

ncj700976575.hl 

BLASTX 

gl70-9758 

271 

3.0e-24 

52 
94 

PROTEASOME COMPONENT C2 (MACROPAIN SUBUNIT C2) 

( MULT I CATAL YT I C ENDOPEPTIDASE COMPLEX SUBUNIT C2) 

>gi_1066151_dbj_BAA07128__ (D37886) proteasome C2 subunit 
[Oryza sativa] 

48331 

ncj700976588.hl 

BLASTX 

g4490743 

189 

1.0e-14 

90 

51 

(AL035708) putative protein [Arabidopsis thaliana] 
48332 

ncj700976789.hl 

BLASTX 

g2262159 

203 

3.0e-16 

56 
64 

(AC002329) predicted protein similar to S.pombe protein 
C5H10.03 [Arabidopsis thaliana] 

48333 

ncj700976896.hl 
BLAST N 
g4056429 



7835 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

7.0e-29 

118 

89 

Arabidopsis thaliana chromosome 1 BAC E508 sequence, 
complete sequence [Arabidopsis thaliana] 

48334 

ncj700976983.hl 

BLASTX 

g2245020 

242 

5.0e-21 

53 

91 

(Z97341) growth regulator homolog [Arabidopsis thaliana] 



48335 

ncj700977107.hl 

BLASTN 

g2204063 

37 

2.0e-ll 

95 

92 

Pisum sativum mRNA for Fl ATPase, 



complete cds 



48336 

ncj700977203.hl 

BLASTN 

g3290208 

37 

2.0e-ll 

49 

94 

Malus domestica MADS-box protein 1 



48337 

ncj700977231.hl 

BLASTX 

g!707657 

173 

1.0e-12 

78 

51 

(Z71640) DnaJ homologue 



mRNA, complete cds 



[Pisum sativum] 



48338 

ncj700977302.hl 

BLASTX 

g731651 

182 

9.0e-14 

79 

43 

HYPOTHETICAL ALDEHYDE-DEHYDROGENASE LIKE PROTEIN IN 
PUT2-SRB2 INTERGENIC REGION >gi_626608_pir S4 6746 



7836 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



hypothetical protein YHR039c - 
cerevisiae) >gi_488180 {U00062 
cerevisiae] 



48339 

ncj700977368.hl 

BLASTN 

gl8646 

69 

1.0e-30 

69 

100 

Soybean mRNA for 



yeast (Saccharomyces 
■ Yhr039cp [Saccharomyces 



HMG-Y related protein, variant A 



48340 

ncj700977370.hl 

BLASTX 

gl711617 

159 

4.0e-ll 

72 

65 

HIGH AFFINITY SULPHATE TRANSPORTER 2 

>gi_1085848_pir S51764 high affinity sulphate transporter 

- Stylosanthes hamata >gi_607186_emb_CAA57711_ (X82256) 
high affinity sulphate transporter [Stylosanthes hamata] 

48341 

ncj700977408.hl 

BLASTN 

g4097879 

121 

1.0e-61 

233 
88 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

48342 

ncj700977436.hl 

BLASTX 

g3450842 

377 

1.0e-36 

92 

77 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 

48343 

ncj700977467.hl 

BLASTN 

gl575728 

56 

4.0e-23 

112 

88 



7837 



NCBI Description Glycine max 14-3-3 related protein SGF14C mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48344 

ncj700977487.hl 

BLASTX 

g3461839 

347 

4.0e-33 

91 

71 

(AC005315) putative receptor protein kinase [Arabidopsis 
thaliana] 



48345 

ncj700977510.hl 

BLASTN 

g3158475 

50 

3.0e-19 

98 

88 

Samanea saman aquaporin 2 



(Aqp2) mRNA, complete cds 



48346 

ncj700977541.hl 

BLASTX 

g4220541 

251 

7.0e-22 

87 

29 

(AL035356) Rab geranylgeranyl transferase like protein 
[Arabidopsis thaliana] 

48347 

ncj700977546.hl 

BLASTN 

gl3196 

50 

3.0e-19 

66 

94 

Oenothera mitochondrial reverse transcriptose-like gene 
(R5) 

48348 

ncj700977656.hl 

BLASTX 

g2464865 

193 

5.0e-15 

47 

77 

(Z99707) pectinesterase like protein [Arabidopsis thaliana] 



Seq. No. 



48349 



7838 





nrH 7nOQ77fi c )7 hi 

lit-- J / \J \J ^ I f \J O / * 11-L 


Method 


DT 7\ O rp v 

oliAb 1 A 


NCBI GI 


g2194119 


BLAST score 


321 


E value 




iyiar.cn -LengT.n 


S 1 
0 X 


% identity 


DO 


djudx uescripcion 


/z\r*nn9n£SM Nn Hpf i ni nn 1 1 tip found F Afabido'Dsis thalianal 


beg. INO. 




Q orr TPl 
bGCJ. ±U 


nP -i 700Q7768? hi 


lYie unoa. 




NCBI GI 


g4468808 


BLAST score 


224 


E value 


1 . ue ±0 


natcn xengxn 


.7^ 


% identity 


A Q 

4 y 




( AT.DSSfiOl ) mil"ative nrotein FArabidoDsis thalianal 


beg. No. 


/I Q "5 1: 1 


beg. id 


ncj /uui?/ /oa:?.nx 


Method 




NCBI GI 


g4325342 


BLAST score 


384 


E value 


z . ue-o / 


Matcn lengtn 


no 

yz 


% identity 


oi 


NCBI Description 


tAJ! lZo j^j ) no aenniT-ion xme iouna l « r ajjiuuptjiis uiiai±aiia j 


Seq. No, 


4oooz 


beg. xu 


ncj f\j\jyf > / ii «ni 


Method 




NCBI GI 


g4455192 


BLAST score 


247 


E value 


z . ue — zx 


Ma t ch 1 e ng t h 


Qfl 


% identity 


JJ 


NCBI Description 


/7\T mt\^ ^ r\n 4- n+- •! tt-ci T^-r-o-H ain TZiT-al^TH or^i G"l Q fha 1 1 1 
^/iijU-jOfi 4 U J putdLlve piTOI-cXIl L^ i «■ l ^- L^ -*• ( -'t ,;^ - Li::, Ullcxxxciiia. J 


Seq. No, 




beq. iu 


n/^-i 7nnQ7779d hi 


Metnoa 


DliAb IN 


NCBI GI 


/ran an 

gioyuyu 


BLAST score 


90 


E value 


4.0e-43 


Matcn lengtn 




% identity 


OO 


NCBI Description 


Pea giyceraiaenyae - J— pnospnare aenyarogenase t^ap^x; mrs.LN/i, 




complete cds 


Seq. No. 






rip-i 70DQ7774R hi 


Method 


BLASTX 


NCBI GI 


g4490297 


BLAST score 


157 


E value 


6.0e-ll 


Match length 


81 



7839 



% identity 40 

NCBI Description (AL035678) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48355 

ncj700977779.hl 

BLASTX 

g2980759 

165 

1.0e-17 

76 

46 

(AL022198) putative protein [Arabidopsis thaliana] 



Seq. No. 


48356 


Seq. ID 


ncj700977825.hl 


Method 


BLASTX 


NCBI GI„ 


g3548805 


BLAST score 


239 


E value 


2.0e-20 


Match length 


63 


% identity 


65 


NCBI Description 


(AC005313) unknown protein 


Seq. No. 


48357 


Seq. ID 


ncj700977854.hl 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


90 


E value 


3.0e-43 


Match length 


246 


% identity 


84 


NCBI Description 


Bean pod mottle virus compl 




gene, complete cds 


Seq. No. 


48358 


Seq. ID 


ncj700977933.hl 


Method 


BLASTX 


NCBI GI 


g3935170 


BLAST score 


on a 
z / 0 


E value 


5.0e-25 


Match length 


72 


% identity 


69 


NCBI Description 


(AC004557) F17L21.13 [Arabi 


Seq. No. 


48359 


Seq. ID 


ncj700977949.hl 


Method 


BLASTX 


NCBI GI 


g2129753 


BLAST score 


305 


E value 


2.0e-28 


Match length 


60 


% identity 


95 


NCBI Description 


threonine synthase (EC 4.2. 




thaliana (fragment) >gi_14 4 




[Arabidopsis thaliana] 


Seq. No. 


48360 



.2) precursor - Arabidopsis 



7840 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ncj700977983.hl 

BLASTN 

gl61354 

46 

6.0e-17 

86 

88 

P.miliaris histone H2B-2.1 gene, complete cds 
48361 

ncj700978017.hl 

BLASTN 

g2304954 

229 

1.0e-126 

253 
98 

Glycine max aluminum induced sali5-4a mRNA, complete cds 
48362 

ncj700978020.hl 

BLASTN 

g2815404 

37 

2.0e-ll 

53 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMG4 , complete sequence [Arabidopsis thaliana] 



Seq. No. 


48363 


Seq. ID 


ncj700978079.hl 


Method 


BLASTX 


NCBI GI 


g2780194 


BLAST score 


234 


E value 


6.0e-20 


Match length 


57 


% identity 


77 


NCBI Description 


(AJ003197) adenine nucleotide 


Seq. No. 


48364 


Seq. ID 


ncj700978126.hl 


Method 


-BLASTX 


NCBI GI 


g585973 


BLAST score 


181 


E value 


1.0e-13 


Match length 


86 


% identity 


50 


NCBI Description 


FRUCTOKINASE >gi 626018 pir 




2.7.1.4) - potato >gi 297015 



[Lupinus albus] 



fructokinase 
f ructokinase 



[Solanum tuberosum] 
[Solanura tuberosum] 



S39997 fructokinase (EC 
emb_CAA78283_ (Z12823) 

>gi_1095321_prf 2108342A 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



48365 

ncj700978144.hl 

BLASTX 

g4204263 



7841 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308 

2.0e-28 

70 

77 

(AC005223) 40409 [Arabidopsis thaliana] 
48366 

ncj700978148.hl 

BLASTX 

g3023751 

151 

4.0e-10 

86 
43 

70 KD PEPTI DYLPROLYL ISOMERASE (PEPTIDYLPROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_1076772_pir S55383 

peptidylprolyl isomerase (EC 5.2.1.8) - wheat 
>gi_854626_emb_CAA60505_ (X86903) peptidylprolyl isomerase 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



48367 

ncj700978152.hl 

BLASTX 

g2618686 

217 

8.0e-18 

92 

49 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
48368 

ncj700978192.hl 

BLASTX 

g4206210 

269 

6.0e-24 

89 

55 

(AF071527) putative calcium channel [Arabidopsis thaliana] 
>gi_4263043_gb_AAD15312_ (AC005142) putative calcium 
channel [Arabidopsis thaliana] 

48369 

ncj700978205.hl 

BLASTN 

gl8578 

35 

3.0e-10 

35 

100 

Soybean ENOD2B gene for Ngm-75 
48370 

ncj700978222.hl 

BLASTX 

g4539397 

231 



7842 



E value 
Match length 
% identity 
NCBI Description 



2.0e-19 

94 
51 

(AL035526) cellulose synthase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48371 

ncj700978251.hl 

BLASTN 

g710431 

192 

1.0e-104 

216 

98 

Glycine max low molecular weight heat shock protein Hsp23. 
(Gmhsp23.9) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48372 

ncj700978252.hl 

BLASTX 

gl353239 

346 

6.0e-33 

94 

69 

(U10245) putative RNA helicase A [Arabidopsis thaliana] 
48373 

ncj700978291.hl 

BLASTX 

gl280611 

176 

2.0e-13 

63 

52 

(U538 60) steroid reductase DET2 [Arabidopsis thaliana] 
48374 

ncj700978302.hl 

BLASTN 

g310560 

252 

1.0e-140 

259 

100 

Soybean ascorbate peroxidase mRNA, complete cds 
48375. 

ncj700978327.hl 

BLASTX 

g2668492 

144 

5.0e-16 

92 
55 

(D89981) metal-transporting P-type ATPase [Arabidopsis 
thaliana] 



7843 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48376 

ncj700978361.hl 

BLASTN 

gl8764 

255 

1.0e-141 

270 
99 

G.max tefSl gene for elongation factor EF- 



la 



48377 

ncj700978426.hl 

BLASTX 

g4206194 

378 

1.0e-36 

95 
76 

(AF071527) GH3-like protein [Arabidopsis thaliana] 
>gi_4262168_gb_AAD14468_ (AC005275) putative GH3-like 
protein [Arabidopsis thaliana] 



48378 

ncj700978433.hl 

BLASTX 

g2494174 

168 

4.0e-12 

71 

51 

GLUTAMATE DECARBOXYLASE 
glutamate decarboxylase 



1 (GAD 1) >gi_497979 (U10034) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



48379 

ncj700978454,hl 

BLASTN 

g4097879 

65 

2.0e-28 

155 

90 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

48380 

ncj700978466.hl 

BLASTX 

g2583119 

177 

3.0e-13 

65 

14 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
48381 

ncj700978472.hl 



7844 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



putative multispanning membrane protein 



BLASTX 
g4406780 
250 

5.0e-22 
56 
82 

(AC006532) 

[Arabidopsis thaliana] 
48382 

ncj700978491.hl 

BLASTX 

g3560529 

202 

3.0e-16 

49 

84 

(AF039598) light harvesting chlorophyll A/B binding protein 
[Prunus persica] 

48383 

ncj700978514.hl 

BLASTX 

g2104536 

151 

2.0e-10 

43 

56 

(AF001308) predicted glycosyl transferase [Arabidopsis 
thaliana] 

48384 

ncj700978537.hl 

BLASTX 

g4220472 

271 

3.0e-24 

61 

89 

(AC006069) similar to yeast cccl protein [Arabidopsis 
thaliana] 

48385 

ncj700978639.hl 

BLASTX 

g4454012 

398 

4.0e-39 

90 

80 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 

48386 

ncj700978668.hl 

BLASTX 

g2245072 



7845 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204 

2.0e-16 

82 
60 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
48387 

ncj700978669.hl 

BLASTX 

g3249103 

290 

2.0e-26 

89 
29 

(AC003114) Contains similarity to membrane -associated 
salt-inducible protein homolog TM021B04.10 gb_2191192 from 
A. thaliana BAC gb_AF007271. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48388 

ncj700978677.hl 

BLASTX 

g4539452 

320 

6.0e-30 

88 

73 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



48389 

ncj700978688.hl 

BLASTX 

g3063453 

210 

5.0e-17 

90 

53 

(AC003981) F22013, 



15 [Arabidopsis thaliana] 



48390 

ncj700978836.hl 

BLASTX 

gl362162 

134 

5.0e-13 

72 

38 

beta-glucosidase BGQ60 precursor - barley >gi_804656 
(L41869) beta-glucosidase [Hordeum vulgare] 

48391 

ncj700978979.hl 

BLASTX 

g3319358 

259 

5.0e-23 
57 



7846 



II 



% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



86 

(AF077407) Arabidopsis thaliana CLC-d chloride channel 
protein (GB:Z71450) [Arabidopsis thaliana] 



48392 

ncj700979179.hl 

BLASTN 

g3290208 

113 

6.0e-57 

160 

93 

Malus domestica MADS-box protein 1 



mRNA, complete cds 



48393 

ncj700979192.hl 

BLASTX 

g2191136 

125 

5.0e-15 

72 
60 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T46230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H7 6290 
[Arabidopsis thaliana] 

48394 

ncj700979388.hl 

BLASTX 

gl617268 

169 

3.0e-12 

76 

53 

(Z72153) acyl CoA synthetase [Brassica napus] 
48395 

ncj700979473.hl 

BLASTX 

g2347188 

259 

6.0e-23 

76 

67 

(AC002338) laccase isolog [Arabidopsis thaliana] 
>gi_3150401 (AC004165) putative laccase [Arabidopsis 
thaliana] 

48396 

ncj700979481.hl 

BLASTX 

g!26151 

173 

8.0e-13 

57 
61 



7847 



NCBI Description LECTIN PRECURSOR (AGGLUTININ) (SBA) >gi_282898_pir S27365 

lectin precursor - soybean >gi_170006 (K00821) lectin 
prepeptide [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48397 

ncj700979508.h2 

BLASTN 

gl556445 

78 

3.0e-36 

158 

87 

Hordeum vulgare alpha tubulin (tubA) mRNA, complete cds 



48398 

ncj700979509.h2 
BLASTN 
gl70067 
113 

6.0e-57 
129 
48 

NCBI Description Soybean (G.max) proline-rich cell wall protein (SbPRP3) 
gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48399 

ncj700979521.h2 

BLASTN 

g644492 

97 

2.0e-47 

169 

90 

Corn elongation factor lalpha gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48400 

ncj700979561.h2 

BLASTX 

g4539394 

162 

1.0e-ll 

78 

10 

(AL035526) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48401 

ncj700979602.h2 

BLASTX 

g4103757 

219 

4.0e-18 

81 

59 

(AF027376) MADS1 [Corylus avellana] 



Seq. No. 
Seq. ID 



48402 

ncj700979623.h2 



7848 




Method BLASTX 

NCBI GI g3810596 

BLAST score 152 

E value 3.0e-10 

Match length 77 

% identity 38 

NCBI Description (AC005398) reverse-transcriptase-like protein [Arabidopsis 
thaliana] 

Seq. No. 48403 

Seq. ID ncj700979643.h2 

Method BLASTN 

NCBI GI g2304954 

BLAST score 276 

E value 1.0e-154 

Match length 280 

% identity 100 

NCBI Description Glycine max aluminum induced sali5-4a mRNA, complete cds 

Seq. No. 48404 

Seq. ID ncj700979651.h2 

Method BLASTN 

NCBI GI gl65557 9 

BLAST score 113 

E value 7.0e-57 

Match length 269 

% identity 86 

NCBI Description C.roseus mRNA for S-adenosyl-L-methionine synthetase 

Seq. No. 48405 

Seq. ID ncj700979724 .h2 

Method BLASTX 

NCBI GI g4559368 

BLAST score 249 

E value 1.0e-21 

Match length 70 

% identity 63 

NCBI Description (AC006585) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 48406 

Seq. ID ncj700979737 .h2 

Method BLASTX 

NCBI GI g3132478 

BLAST score 237 

E value 3.0e-20 

Match length 86 

% identity 59 

NCBI Description (AC003096) bZIP-like protein [Arabidopsis thaliana] 

Seq. No. 48407 

Seq. ID ncj700979762.h2 

Method BLASTN 

NCBI GI g21016 

BLAST score 55 

E value 1.0e-22 

Match length 103 

% identity 88 



7849 



# • 

NCBI Description P. vulgaris loxA gene for lipoxygenase 

Seq. No. 48408 

Seq. ID ncj700979791.h2 

Method BLASTX 

NCBI GI g2911060 

BLAST score 151 

E value 3.0e-10 

Match length 40 

% identity 70 

NCBI Description (AL021961) putative protein [Arabidopsis thaliana] 

>gi_3297826_emb_CAA19884.1_ (AL031032) putative protein 
[Arabidopsis thaliana] 



Seq. No. 48409 

Seq. ID ncj700979916.hl 

Method BLASTX 

NCBI GI g4455209 

BLAST score 140 

E value 5.0e-09 

Match length 35 

% identity 69 

NCBI Description (AL035440) putative Proline synthetase associated protein 
[Arabidopsis thaliana] 

Seq. No. 48410 

Seq. ID ncj700980006.hl 

Method BLASTX 

NCBI GI g4063743 

BLAST score 297 

E value 3.0e-27 

Match length 96 

% identity 62 

NCBI Description (AC005851) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 48411 

Seq. ID ncj700980023.hl 

Method BLASTX 

NCBI GI g3046693 

BLAST score 138 

E value 8.0e-09 

Match length 23 

% identity 91 

NCBI Description (AL022140) receptor like protein (fragment) [Arabidopsis 
thaliana] 

Seq. No. 48412 

Seq. ID ncj700980177.hl 

Method BLASTN 

NCBI GI g255576 

BLAST score 81 

E value 8.0e-38 

Match length 153 

% identity 88 

NCBI Description small auxin up RNA gene cluster: orf 6B [Glycine 
max=soybeans, cv. Wayne, Genomic, 665 nt] 



7850 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48413 

ncj700980194.hl 

BLASTN 

gl69360 

71 

5.0e-32 

142 
88 

P. vulgar is PVPK-1 protein, complete cds 
48414 

ncj700980321.hl 

BLASTN 

gl8764 

231 

1.0e-127 

243 

99 

G.max tefSl gene for elongation factor EF-la 
48415 

ncj700980340.hl 

BLASTN 

g886099 

131 

1.0e-67 

179 

93 

Glycine max putative water channel protein (Pipl) mRNA, 
complete cds 

48416 

ncj700980390.hl 

BLASTX 

g3641252 

401 

2.0e-39 

83 

94 

(AF053127) leucine-rich receptor-like protein kinase [Malus 
domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



48417 

ncj700980414.hl 

BLASTX 

g2731443 

145 

2.0e-09 

47 

53 

(U96923) [prot= cDNA of the glycoamidase gene [Aspergillus 
niger] 

48418 

ncj700980420.hl 

BLASTX 

g3618316 



7851 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



182 

9.0e-14 

42 
40 

(AB001886) 



zinc finger protein [Oryza sativa] 



48419 

ncj700980439.hl 

BLASTX 

g4063743 

264 

2.0e-23 

80 
64 

(AC005851) hypothetical protein [Arabidopsis thaliana] 
48420 

ncj700980524.hl 

BLASTX 

g2392772 

342 

1.0e-32 

85 

78 

(AC002534) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 



48421 

ncj700980589.hl 

BLASTN 

g2695862 

106 

9.0e-53 

214 

88 

Pisum sativum mRNA for 

3-deoxy-D-raanno-2-octulosonate- 

pPSlA 



8-phosphate synthase, clone 



48422 

ncj700980590.hl 

BLASTX 

g2352427 

157 

7.0e-ll 

77 
17 

(AF004161) peroxisomal Ca-dependent solute carrier 
[Oryctolagus cuniculus] 

48423 

ncj700980619.hl 

BLASTX 

g3876642 

239 

2.0e-20 
77 



7852 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



II 

61 

(Z81526) predicted using Genefinder; cDNA EST EMBL:C09939 
comes from this gene; cDNA EST EMBL:C12888 comes from this 
gene; cDNA EST yk265g7.5 comes from this gene; cDNA EST 
yk412g!0.5 comes from this gene; cDNA EST yk224f7.5 co 

48424 

ncj700980626.hl 

BLASTX 

g2829862 

235 

6.0e-20 

93 

46 

(AC002396) Similar to glucosyltransf erases [Arabidopsis 
thaliana] 

48425 

ncj700980788.hl 

BLASTX 

g3915070 

381 

4.0e-37 

91 

82 

HISTIDYL-TRNA SYNTHETASE (HISTIDINE — TRNA LIGASE) (HISRS) 
>gi_1841704_emb_CAB06653_ (Z85984) histidyl tRNA Synthetase 
[Oryza sativa] 

48426 

ncj700980831.hl 

BLASTX 

g3341694 

269 

3.0e-24 

57 

91 

(AC003672) PREG-like protein 



[Arabidopsis thaliana] 



48427 

ncj700980835.hl 

BLASTX 

g4558672 

214 

2.0e-17 

88 

55 

(AC007063) putative 1, 3-beta-D-glucan synthase [Arabidopsis 
thaliana] 

48428 

ncj700980844.hl 

BLASTX 

g3522956 

349 

2.0e-33 
91 



7853 



% identity 

NCBI Description 



69 

(AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



48429 

ncj700980960.hl 

BLASTX 

gl552379 

191 

6.0e-31 

86 
78 

(Y08155) pectin methylesterase 



48430 

ncj700981037.hl 

BLASTN 

gl778375 

110 

4.0e-55- 

138 

95 

Pisum sativum PsRT17- 
48431 

ncj700981082.hl 

BLASTN 

g4206101 

68 

5.0e-30 
128 



[Silene latifolia ssp. alba] 



1 mRNA, complete cds 



Glycine max retroelement diaspora gag-pol polyprotein 
(gag-pol) pseudogene, partial sequence 



48432 

ncj700981106.hl 

BLASTX 

g4102598 

189 

1.0e-14 

87 

45 

(AF0134 66) auxin response 



factor 4 [Arabidopsis thaliana] 



48433 

ncj700981119.hl 

BLASTN 

g508303 

39 

1.0e-12 

59 

92 

Alfalfa bimodular protein 
48434 

ncj700981134.hl 



(corC) mRNA, complete cds 



7854 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2394299 

42 

2.0e-14 

73 
89 

Oryza sativa cytochrome C mRNA, complete cds 



48435 

ncj700981162.hl 

BLASTN 

g2921511 

70 

3.0e-31 

146 

87 

Fritillaria agrestis GF14 protein 



(GRF) mRNA, complete cds 



48436 

ncj700981181.hl 

BLASTX 

g2708484 

201 

3.0e-16 

48 

79 

(U79557) IAA24 [Arabidopsis thaliana] 
48437 

ncj700981241.hl 

BLASTX 

g2621249 

144 

3.0e-09 

82 

46 

(AE000807) conserved protein [Methanobacterium 
thermoautotrophicum] 

48438 

ncj700981275.hl 

BLASTX 

g2780996 

231 

2.0e-19 

53 

79 

Chain A, Crystal Structure Of A Eukaryotic (Pea Seedling) 
Copper-Containing Amine Oxidase At 2.2a Resolution 
>gi_2780997_pdb_lKSI_B Chain B, Crystal Structure Of A 
Eukaryotic (Pea Seedling) Copper-Containing Amine Oxidase 
At 2.2a Resolution 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



48439 

ncj700981350.hl 

BLASTX 

g3135251 



7855 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



246 

3.0e-21 

86 
57 

(AC003058) putative receptor protein kinase [Arabidopsis 
thaliana] >gi_3176719 (AC002392) putative protein kinase 
[Arabidopsis thaliana] 

48440 

ncj700981426.hl 

BLASTX 

gl709618 

177 

3.0e-13 

55 
46 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) 

>gi_625437_pir JC2291 protein disulf ide-isomerase (EC 

5.3.4.1) - Humicola insolens >gi_712823Jobs_157479 (S74296) 
protein disulfide isomerase, PDI {EC 5.3.4.1} [Humicola 
insolens, KASI, Peptide, 505 aa] [Humicola insolens] 

>gi_1089933__prf 2018168A protein disulfide isomerase 

[Humicola insolens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48441 

ncj700981472.hl 

BLASTN 

gl70091 

227 

1.0e-125 

262 

97 

Glycine max vegetative storage protein 
complete cds 



(vspB) gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48442 

ncj700981492.hl 

BLASTX 

g4063751 

161 

2.0e-ll 

85 

39 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD21495.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

48443 

ncj700981519.hl 

BLASTX 

g!142621 

236 

5.0e-20 

72 

65 

(U18349) phaseolin G-box binding protein PG2 [Phaseolus 
vulgaris] 



7856 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48444 

ncj700981620.hl 

BLASTX 

gl771160 

231 

1.0e-19 

84 
51 

(X98929) SBT1 [Lycopersicon esculentum] 
>gi_3687305_emb_CAA06999_ (AJ006378) subtilisin-like 
protease [Lycopersicon esculentum] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48445 

ncj700981690.hl 

BLASTX 

g2052383 

349 

3.0e-33 

69 

87 

(U66345) calreticulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48446 

ncj700981718.hl 

BLASTX 

gl707019 

227 

5.0e-19 

94 

41 

(U78721) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48447 

ncj700981775.hl 

BLASTX 

g2654226 

162 

1.0e-ll 

64 

53 

(AJ003069) aminoacyl-t-RNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48448 

ncj700981874.hl 

BLASTX 

g2827466 

168 

3.0e-12 

63 

48 

(AF044253) potassium channel beta 2 subunit [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 



48449 

ncj700981877.hl 
BLASTX 



7857 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4510418 
217 

5.0e-18 

73 
60 

(AC006929) hypothetical protein [Arabidopsis thaliana] 
48450 

ncj700981968.hl 

BLASTX 

g3790188 

159 

4.0e-13 

48 
85 

(Y14431) NAD-dependent isocitrate dehydrogenase [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48451 

ncj700982047.hl 

BLASTX 

g4512018 

213 

8.0e-28 

77 

82 

(AF106660) mRNA binding protein precursor [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value " 



48452 

ncj700982078.hl 

BLASTX 

g3785972 

210 

4.0e-17 

57 

77 

(AC005560) putative auxin transport protein [Arabidopsis 
thaliana] >gi_4262249_gb_AAD14542_ (AC006200) putative 
auxin transport protein [Arabidopsis thaliana] 

48453 

ncj700982151.hl 

BLASTX 

g3080390 

351 

1.0e-33 

91 
65 

(AL022603) putative protein [Arabidopsis thaliana] 
48454 

ncj700982187.hl 

BLASTX 

g2833380 

419 

1.0e-41 



7858 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



86 
97 

RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 2 (PHOSPHORIBOSYL 
PYROPHOSPHATE SYNTHETASE 2) (PRS II) 

>gi_214 6772_pir S71262 ribose-phosphate pyrophosphokinase 

(EC 2.7.6.1) II - Arabidopsis thaliana (fragment) 
>gi_1064885_emb_CAA63552_ (X92974) phosphoribosyl 
pyrophosphate synthetase II [Arabidopsis thaliana] 

48455 

ncj700982222.hl 

BLASTN 

gl69974 

93 

6.0e-45 

93 

100 

Glycine max vspA gene, complete cds 
48456 

ncj700982240.hl 

BLASTN 

g258159 

34 

1.0e-09 

73 

87 

psbD^reaction center protein D2 {5 'region} [tobacco, 
Chloroplast, 90 nt] 

48457 

ncj700982260.hl 

BLASTN 

g21000 

39 

9.0e-13 

63 

90 

Bean DNA for glycine-rich cell wall protein GRP 1.0 
48458 

ncj700982486.hl 

BLASTX 

gl352463 

189 

8.0e-15 

41 

88 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) >gi_1161312 
(U04876) myo-inositol-l-phosphate synthase [Arabidopsis 
thaliana] 

48459 

ncj700982494.hl 

BLASTX 

g548771 

220 



7859 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-23 

64 

88 

60S RIBOSOMAL PROTEIN L3-2 >gi_101073_pir S25592 ribosomal 

protein L3 - fission yeast (Schizosaccharomyces pombe) 
>gi_5059_emb_CAA40901_ (X57734) ribosomal protein L3 
[Schizosaccharomyces pombe] 



48460 

ncj700982530.hl 

BLASTX 

g3158476 

208 

9.0e-17 

50 

84 

(AF067 185) aquapor in 



2 [Samanea saman] 



48461 

ncj700982553.hl 

BLASTN 

g452360 

110 

4.0e-55 

206 

88 

V.faba mRNA for guanine nucleotide regulatory protein 
(807bp) 

48462 

ncj700982593.hl 

BLASTX 

g2780996 

313 

4.0e-29 

92 

61 

Chain A, Crystal Structure Of A Eukaryotic (Pea Seedling) 
Copper-Containing Amine Oxidase At 2.2a Resolution 
>gi_2780997_pdb_lKSI_B Chain B, Crystal Structure Of A 
Eukaryotic (Pea Seedling) Copper-Containing Amine Oxidase 
At 2.2a Resolution 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



48463 

ncj700982633.hl 

BLASTN 

g3599418 

93 

5.0e-45 

206 

94 

Glycine max alternative oxidase precursor (Aoxl) gene, 
nuclear gene encoding mitochondrial protein, complete cds 

48464 

ncj700982670.hl 
BLASTX 



7860 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2244833 
227 

5.0e-19 

76 
62 

(Z97337) 



centromere protein homolog [Arabidopsis thaliana] 



48465 

ncj700982676.hl 

BLASTX 

g2505869 

326 

1.0e-30 

91 

18 

(Y12227) polyA binding protein PAB3 [Arabidopsis thaliana] 
48466 

ncj700982686.hl 

BLASTN 

g3241923 

39 

1.0e-12 

47 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMN10, complete sequence [Arabidopsis thaliana] 



48467 

ncj700982729.hl 

BLASTX 

g4538624 

202 

4.0e-16 

86 
47 

(AJ133502) hypothetical protein 



[Nicotiana tabacum] 



48468 

ncj700982737.hl 

BLASTN 

g2055227 

35 

2.0e-10 

121 

87 

Glycine max mRNA for SRC1, complete cds 
48469 

ncj700982814.hl 

BLASTX 

g461736 

162 

1.0e-ll 

69 

54 

MITOCHONDRIAL CHAPERONIN HSP60-2 PRECURSOR 



7861 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



>gi_478786_pir S29316 chaperonin 60 - cucurbit 

>gi_12546_emb_CAA50218_ (X70868) chaperonin 60 [Cucurbita 
sp.] 



48470 

ncj700982855.hl 

BLASTX 

g4102600 

230 

2.0e-19 

77 
68 

(AF013467) ARF6 



[Arabidopsis thaliana] 



48471 

ncj700982861.hl 

BLASTX 

g4567301 

183 

7.0e-14 

60 
62 

(AC005956) putative protein kinase [Arabidopsis thaliana] 
48472 

ncj700982867.hl 

BLASTX 

g!346521 

317 

1.0e-29 

88 
69 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANS FERASE ) (ADOMET SYNTHETASE) 

>gi_2133316_pir S65800 methionine adenosyltransf erase (EC 

2,5.1.6) - Neurospora crassa >gi_882335 (U21547) 
S-adenosylmethionine synthetase [Neurospora crassa] 

>gi_1589103_prf 22102 93A Met (S-adenosyl) synthetase 

[Neurospora crassa] 

48473 

ncj700982894.hl 

BLASTX 

g2239236 

144 

2.0e-09 

61 

44 

(Z97211) probable involvement in ergosterol synthesis 
[Schizosaccharomyces pombe] 

48474 

ncj700983018.hl 

BLASTX 

g2129578 

399 

4.0e-39 



7862 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 
86 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_emb_CAA8 9205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 

48475 

ncj700983085.hl 

BLASTN 

g2924257 

100 

4.0e-49 

148 

92 

Tobacco chloroplast genome DNA 
48476 

ncj700983158.hl 

BLASTX 

g2648032 

168 

2.0e-12 

43 

84 

(AJ001374) alpha-glucosidase [Solanum tuberosum] 



Seq. No. 


48477 


Seq. ID 


ncj700983255.hl 


Method 


BLASTX 


NCBI GI 


g4539320 


BLAST score 


412 


E value 


1.0e-40 


Match length 


93 


% identity 


80 


NCBI Description 


(AL035679) putative endo 




thaliana] 


Seq. No. 


48478 


Seq, ID 


ncj700983302.hl 


Method 


BLASTX 


NCBI GI 


g2462834 


BLAST score 


190 


E value 


1.0e-14 


Match length 


69 


% identity 


55 


NCBI Description 


(AF000657) hypothetical 


Seq. No. 


48479 


Seq. ID 


ncj700983307.hl 


Method 


BLASTX 


NCBI GI 


g3935147 


BLAST score 


249 


E value 


1.0e-21 


Match length 


90 


% identity 


57 



4-beta-glucanase [Arabidopsis 



7863 



NCBI Description (AC005106) T25N20.11 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48480 

ncj700983330.hl 

BLASTX 

g2583120 

260 

7.0e-23 

81 

62 

(AC002387) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

48481 

ncj700983428.hl 

BLASTX 

g3913425 

433 

3.0e-43 

89 

97 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

48482 

ncj700983472.hl 

BLASTX 

g4454048 

163 

1.0e-ll 

87 

38 

(AL035394) putative protein [Arabidopsis thaliana] 



48483 

ncj700983481.hl 

BLASTN 

g407474 

118 

7.0e-60 

174 

92 

P. sativum, mRNA 
complex 



for T-protein of glycine decarboxylase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48484 

ncj700983527.hl 

BLASTX 

g2462828 

174 

7.0e-13 

44 

70 

(AF000657) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



48485 



7864 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ncj700983543.hl 
BLAST N 
g4097879 
98 

6.0e-48 

248 
86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

48486 

ncj700983605.hl 

BLASTX 

gll3391 

203 

2.0e-16 

78 
50 

ALCOHOL DEHYDROGENASE A 
dehydrogenase (EC 1.1.1. 

alcohol dehydrogenase [Mus caroli] >gi_387092 (M18480 
alcohol dehydrogenase [Mus musculus] >gi_387093 (M22679) 
alcohol dehydrogenase [Mus musculus] 

>gi_225879_prf 1402250A alcohol dehydrogenase [Mus 

musculus] 



CHAIN >gi_658 91_pir DEMSAA alcohol 

1) A - mouse >gi_309094 (M11307) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48487 

ncj700983756.hl 

BLASTN 

g2564051 

34 

1.0e-09 

42 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD9, complete sequence [Arabidopsis thaliana] 

48488 

ncj700983879.hl 

BLASTN 

g310575 

159 

2.0e-84 

278 

92 

Glycine max nodulin-26 mRNA, complete cds 
48489 

ncj700983984.hl 

BLASTN 

g4097879 

71 

8.0e-32 

255 

82 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



7865 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48490 

ncj700984028.hl 

BLASTN 

g20728 

77 

2.0e-35 

237 

86 

Pea chloroplast GAPA mRNA encoding 
glycer aldehyde- 3 -phosphate dehydr ogena s e 
(EC 1.2.1.13) 



(GAPDH) subunit A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48491 

ncj700984075.hl 

BLASTX 

g556409 

124 

6.0e-10 

82 
49 

(L34551) transcriptional activator protein [Oryza sativa] 
48492 

ncj700984078.hl 

BLASTX 

g3786007 

140 

4.0e-09 

59 

49 

(AC005499) hypothetical protein [Arabidopsis thaliana] 
48493 

ncj700984144.hl 

BLASTN 

g3142328 

140 

6.0e-73 

292 

95 

Glycine max partial SIRE-1 sequence ribonuclease H and 
envelope-like genes, partial cds, and long terminal repeat, 
complete sequence 

48494 

ncj700984164.hl 

BLASTN 

g256142 

240 

1.0e-132 

244 

100 

cytosolic glutamine synthetase [Glycine max=soybeans / var 
Prize, mRNA, 1450 nt] 



Seq. No. 



48495 



7866 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



ncj700984170.hl 

BLASTN 

gl236948 

102 

9.0e-51 

114 

97 

Glycine max lipoxygenase L-5 



(vlxB) mRNA, complete cds 



48496 

ncj700984171.hl 

BLASTX 

g2826900 

410 

2.0e-40 

99 

78 

(AB004461) DNA polymerase alpha catalytic subunit [Oryza 
sativa] 

48497 

ncj700984230.hl 

BLASTX 

g4539460 

204 

3.0e-16 

91 

4 

(AL04 9500) putative protein [Arabidopsis thaliana] 
48498 

ncj700984238.hl 

BLASTN 

gl8764 

198 

1.0e-107 

262 
94 

G.max tefSl gene for elongation factor EF-la 
48499 

ncj700984248.hl 

BLASTX 

g2244818 

173 

6.0e-13 

60 
55 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
48500 

ncj700984309.hl 

BLASTX 

g2961383 

155 

1.0e-10 
70 



7867 



% identity 

NCBI Description 

Seq. No; 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 

(AL022141) putative protein [Arabidopsis thaliana] 
48501 

ncj700984325.hl 

BLASTN 

g4097879 

92 

2.0e-44 

227 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

48502 

ncj700984335.hl 

BLASTX 

g2129953 

154 

1.0e-10 

39 

67 

laccase (EC 1.10.3.2) - common tobacco >gi_1685087 (U43542) 
diphenol oxidase [Nicotiana tabacum] 



Seq. No. 


48503 


Seq. ID 


ncj700984466.hl 


Method 


BLASTX 


NCBI GI 


g2583108 


BLAST score 


157 


E value 


5.0e-ll 


Match length 


59 


% identity 


63 


NCBI Description 


(AC002387) putative 


Seq. No. 


48504 


Seq. ID 


ncj700984468.hl 


Method 


BLASTX 


NCBI GI 


g3249105 


BLAST score 


195 


E value 


3.0e-15 


Match length 


87 


% identity 


49 


NCBI Description 


(AC003114) Contains 




(ABU) gb_X78886 fr< 


Seq. No. 


48505 


Seq. ID 


ncj700984474.hl 


Method 


BLASTN 


NCBI GI 


gl67293 


BLAST score 


84 


E value 


1.0e-39 


Match length 


160 


% identity 


88 



thaliana. [Arabidopsis thaliana] 



NCBI Description 



Colletotrichum gloeosporioides glyceraldehyde-3-phosphate 
dehydrogenase mRNA, complete cds 



7868 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48506 

ncj700984615.hl 

BLASTX 

g!176658 

168 

4.0e-12 

75 
47 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME 
>gi_726363 (U23168) No definition line found 
[Caenorhabditis elegans] 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



48507 

ncj700984620.hl 

BLASTX 

g3176691 

150 

5.0e-10 

70 

50 

(AC003671) Contains homology to serine/threonine protein 
kinase gb_X99618 from Mycobacterium tuberculosis. ESTs 
gb_F14403, gb_F14404, and gb_N96730 come from this gene. 
[Arabidopsis thaliana] 

48508 

ncj700984648.hl 

BLASTN 

gl66935 

112 

3.0e-56 

212 

88 

A. thaliana ubiquitin extension protein (UBQ6) gene, 
complete cds 

48509 

ncj700984735.hl 

BLASTX 

g3121829 

197 

2.0e-15 

88 
23 

CHROMATIN ASSEMBLY FACTOR I P60 SUBUNIT (CAF-I 60 KD 

SUBUNIT) >gi_2134 915__pir B56731 chromatin assembly factor 

I p60 chain - human >gi__882260 (U20980) chromatin assembly 
factor-I p60 subunit [Homo sapiens] 

48510 

ncj700984765.hl 

BLASTN 

gl262439 

280 

1.0e-156 

280 
100 



7869 



NCBI Description Glycine max lipoxygenase (vlxC) mRNA, complete cds 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48511 

ncj700984769.hl 

BLASTX 

g2492792 

323 

3.0e-30 

89 

73 

LATE NODULIN 56 



(N-56) >gi_532290_dbj_BAA07212_ (D38015) 



soybean late nodulin [Glycine max] 



beq. wo. 




Seq. ID 


ncj /uuyo4/oi.nx 


Method 


BLASTX 


NCBI GI 


gl32944 


BLAST score 


334 


E value 


1. Oe-31 


Match length 


74 


% identity 




NCBI Description 


60S RIBOSOMAL PROTEIN L3 >gi 81o5o_pir JQU / (Z riDOSomal 


protexn L3 (ARP2) - Arabidopsis thaliana >gi_oUo^/y 




(M32655) ribosomal protein [Arabidopsis thaliana] 


Seq. No. 


48513 


Seq. ID 


ncj700984793.hl 


Method 


BLASTX 


NCBI GI 


g4262140 


BLAST score 


1 C 1 

151 


E value 


4 . Oe-10 


Match length 


25 


% identity 


100 


NCBI Description 


(AC005275) putative C-type Ul snRNP [Arabidopsis thaliana 


Seq. No. 


48514 


beq. id 


nc} /uuyo4ooo.ni 


Method 


BLASTN 


NCBI GI 


g4567193 


BLAST score 


40 


E value 


2.0e-13 


Match length 


140 


% identity 


82 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T26C19 genomic 




sequence, complete sequence 


Seq. No. 


48515 


Seq. ID 


ncj700984871.hl 


Method 


BLASTX 


NCBI GI 


g4559331 


BLAST score 


212 


E value 


3.0e-17 


Match length 


65 


% identity 


71 


NCBI Description 


(AC007087) unknown protein [Arabidopsis thaliana] 



Seq. No. 



48516 



7870 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ncj700984950.hl 

BLASTX 

g3152613 

142 

3.0e-09 

68 

41 

(AC004482) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48517 

ncj700984979.hl 

BLASTN 

gl6508 

98 

6.0e-48 

142 

92 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077__ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 

48518 

ncj700985002.hl 

BLASTX 

g3080420 

173 

9.0e-13 

59 

58 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48519 

ncj700985015.hl 

BLASTX 

g3695389 

434 ; 

3.0e-43 

94 

44 

(AF096371) contains similarity to D-isomer specific 
2-hydroxyacid dehydrogenases (Pfam: 2-HacidJDH.hmm, score: 
19.11) [Arabidopsis thaliana] 



48520 

ncj700985022.hl 

BLASTN 

gll576 

118 

4.0e-60 

146 

96 

Soybean plastid DNA for rpsl2, 
NADH dehydrogenase and ORF 



rps7, 16S rRNA, tRNA-Val, 



Seq. No. 
Seq. ID 



48521 

ncj700985045.hl 



7871 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gll96896 

170 

7.0e-91 

272 
99 

Glycine max acidic ribosomal protein P0 mRNA, complete cds 
48522 

ncj700985105.hl 

BLASTX 

g2398829 

146 

9.0e-10 

42 

69 

(Y11220) mitochondrial uncoupling protein [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48523 

ncj700985160.hl 

BLASTX 

g2262178 

324 

2.0e-30 

90 

72 

(AC002329) putative Mlo-like protein [Arabidopsis thaliana] 
48524 

ncj700985190.hl 

BLASTX 

g3242708 

196 

2.0e-15 

79 

48 

(AC003040) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

48525 

ncj700985245.hl 

BLASTX 

g3522933 

329 

5.0e-31 

71 

83 

(AC004411) putative anion exchange protein 3 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



48526 

ncj700985247.hl 

BLASTX 

g3914472 

274 

1.0e-24 



7872 



Match length 

% identity 

NCBI Description 



66 
80 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi_3227 64_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22669_emb_CAA49693__ (X70088) NtpIIlO [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



48527 

ncj700985325.hl 

BLASTX 

g2655008 

184 

3.0e-14 

69 

48 

(AF017144) (l-4)-beta-mannan endohydrolase [Lycopersicon 
esculentum] 

48528 

ncj700985381.hl 

BLASTX 

g2642153 

146 

1.0e-09 

76 

45 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi_27 95810 (AC003674) unknown protein [Arabidopsis 
thaliana] 

48529 

ncj700985401.hl 

BLASTX 

g4063751 

160 

3.0e-ll 

44 

75 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD21495.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

48530 

ncj700985404.hl 

BLASTN 

gl276966 

47 

1.0e-17 

55 
96 

Daucus carota putative ribosomal protein mRNA, somatic 
embryo clone Gea42, partial cds 

48531 

ncj700985535.hl 

BLASTX 

g4467139 



7873 





M 

1 


9 


# . 


BLAST score 


303 




E value 


5. 


Oe-28 




Match length 


86 






% identity 


63 






NCBI Description 


(AL035540) 


putative protein phosphatase-2c 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48532 

ncj700985570.hl 

BLASTN 

g2618605 

39 

9.0e-13 

142 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUK11, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48533 

ncj700985623.hl 

BLASTN 

g3869068 

52 

2.0e-20 

88 

90 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDC16, complete sequence [Arabidopsis thaliana] 



PI clone 



48534 

ncj700985644.hl 

BLASTX 

g4262233 

141 

6.0e-09 

49 

53 

(AC006200) hypothetical protein [Arabidopsis thaliana] 
48535 

ncj700985686.hl 

BLASTX 

g3445200 

151 

2.0e-10 

35 

71 

(AC004786) putative squalene epoxidase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



48536 

ncj700985723.hl 

BLASTN 

g310575 

122 

2.0e-62 
218 



7874 



% identity 93 

NCBI Description Glycine max nodulin-26 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



48537 

ncj700985724.hl 

BLASTX 

g3202038 

126 

1.0e-ll 

57 

67 

(AF069322) permease 



1 [Mesembryanthemum crystallinum] 



48538 

ncj700985727.hl 

BLASTX 

gl362019 

197 

2.0e-15 

60 
72 

zinc finger protein 6 - Arabidopsis thaliana >gi_7 90683 
(L39649) zinc finger protein [Arabidopsis thaliana] 

48539 

ncj700985735.hl 

BLASTX 

g2129742 

153 

3.0e-10 

47 
60 

stress-induced protein OZI1 precursor - Arabidopsis 
thaliana >gi_790583 (U20347) mRNA corresponding to this 
gene accumulates in response to ozone stress and pathogen 
(bacterial) infection; putative pathogenesis-related 
protein [Arabidopsis thaliana] >gi_2252869 (AF013294) No 
definition line found [Arabidopsis thaliana] 



48540 

ncj700985760.hl 

BLASTX 

g4104561 

212 

3.0e-17 

84 
54 

(AF036960) subtilisin-like protease 



[Glycine max] 



48541 

ncj700985828.hl 

BLASTX 

g3047104 

437 

1.0e-43 

91 

86 



7875 



NCBI Description (AF058919) No definition line found [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



48542 

ncj700985835.hl 

BLASTX 

g4091008 

175 

6.0e-13 

87 

51 

(AF040700) methionyl-tRNA synthetase [Oryza sativa] 
48543 

ncj700985862.hl 

BLASTX 

g3646450 

146 

1.0e-09 

89 

42 

(AL031603) conserved hypothetical protein. 
[Schizosaccharomyces pombe] 

48544 

ncj700985884.hl 

BLASTX 

g!172555 

172 

1.0e-12 

63 

57 

34 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 
(POM 34) >gi_629720__pir S4 6936 34K porin - potato 

>gi_107 6682_pir A55364 porin (clone pPOM-34) - potato 

mitochondrion >gi_516166_emb_CAA56599_ (X80386) 34 kDA 

porin [Solanum tuberosum] 

48545 

ncj700985908.hl 

BLASTN 

g2218149 

127 

3. Oe-65 

250 

88 

Vigna unguiculata type Ilia membrane protein cp-wapll mRNA, 
complete cds 

48546 

ncj700985954.hl 

BLASTN 

gl8764 

237 

1.0e-131 

248 

99 



7876 



NCBI Description G.max tefSl gene for elongation factor EF-la 



Seq. .No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48547 

ncj700986017.hl 

BLASTX 

g2245133 

294 

5.0e-27 

80 

71 

(Z97344) PSII Dl protein processing enzyme 
thaliana] 



[Arabidopsis 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



48548 

ncj700986037.hl 

BLASTX 

g3152620 

211 

3.0e-17 

69 

61 

(AC004482) putative C2H2 zinc finger protein [Arabidopsis 
thaliana] 

48549 

ncj700986053.hl 

BLASTX 

g2497538 

294 

5.0e-27 

79 

76 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_4 66350 (L08632) 
pyruvate kinase [Glycine max] 

48550 

ncj700986059.hl 

BLASTX 

g2980759 

229 

2.0e-19 

82 

14 

(AL022198) putative protein [Arabidopsis thaliana] 
48551 

ncj700986079.hl 

BLASTX 

g2970051 

237 

3.0e-20 

69 

54 

(AB012110) ARG10 [Vigna radiata] 
48552 

ncj700986154.hl 



7877 



Method BLASTX 

NCBI GI gll49595 

BLAST score 177 

E value 2.0e-13 

Match length 70 

% identity 50 

NCBI Description (Z49860) l-acyl-sn-glycerol-3-phosphate acyltransf erase 
[Brassica napus] 



Seq. No. 48553 

Seq. ID ncj700986228.hl 

Method BLASTX 

NCBI GI g!839188 

BLAST score 159 

E value 8.0e-21 

Match length 62 

% identity 7 6 , 
NCBI Description (U86081) root hair defective 3 [Arabidopsis thalianaj 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48554 

ncj700986282.hl 

BLASTX 

g3096947 

156 

8.0e-ll 

44 

66 

(Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 



Seq. No. 48555 

Seq. ID ncj700986292.hl 

Method BLASTX 

NCBI GI gl946355 

BLAST score 245 

E value 2.0e-21 

Match length 77 

% identity 57 

NCBI Description (U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

Seq. No. 48556 

Seq. ID ncj700986348.hl 

Method BLASTX 

NCBI GI g2501337 

BLAST score 391 

E value 3.0e-38 

Match length 97 

% identity 73 

NCBI Description AMINE OXIDASE PRECURSOR [COPPER-CONTAINING] 

>gi__2129875_pir C44239 amine oxidase (copper-containing) 

(EC"l.4.3.6) precursor - garden pea >gi_685198 (L39931) 
copper amine oxidase [Pisum sativum] 



Seq. No. 48557 

Seq. ID ncj700986352.hl 



7878 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2196878 

432 

5.0e-43 

90 

88 

(Y08292) NADH glutamate dehydrogenase [Nicotiana 
plumbaginifolia] 

48558 

ncj700986526.hl 

BLASTX 

gl314711 

206 

4.0e-28 

69 

83 

(U54615) calcium-dependent protein kinase [Arabidopsis 
thaliana] >gi_3068712 (AF049236) calcium dependent protein 
kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48559 

ncj700986613.hl 

BLASTX 

g3044214 

370 

7.0e-36 

85 

82 

(AF057044) acyl-CoA oxidase [Arabidopsis thaliana] 
48560 

ncj700986621.hl 

BLASTN 

g886099 

186 

1.0e-100 

226 
96 

Glycine max putative water channel protein (Pipl) itiRNA, 
complete cds 

48561 

ncj700986642.hl 

BLASTX 

g4510395 

278 

4.0e-25 

79 

66 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



48562 

ncj700986653.hl 

BLASTN 

gl408470 



7879 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

1.0e-27 

120 
88 

Arabidopsis thaliana actin depolymerizing factor 1 (AtADFl , 
mRNA, complete cds 

48563 

ncj700986694.hl 

BLASTX 

g2832629 

147 

9.0e-10 

78 
45 

(AL021711) 
thaliana] 



4-coumarate-CoA ligase - like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48564 

ncj700986722.hl 

BLASTX 

gl709918 

445 

1.0e-44 

92 

90 

AMI DOPHOSPHORI BOSYLTRANS FERASE PRECURSOR (GLUTAMINE 
PHOSPHORIBOSYLPYROPHOSPHATE AMI DOT RANS FERASE) (ATASE) 
(GPAT) >gi_438899 (L23833) glutamine 

phosphoribosylpyrophosphate amidotransf erase [Glycine max] 
48565 

ncj700986809.hl 

BLASTX 

g3164126 

184 

5.0e-14 
87 
37 

(D78598) cytochrome 
thaliana] 



P450 monooxygenase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



48566 

ncj700986814.hl 

BLASTX 

g3834307 

168 

2.0e-12 

35 

86 

(AC005679) Strong similarity to gene T10I14.120 gi_2832679 
putative protein from Arabidopsis thaliana BAC gb_AL021712. 
ESTs gb_N65887 and gb_N65627 come from this gene. 

[Arabidopsis thaliana] 

48567 

ncj700986820.hl 



7880 



Method BLASTX 

NCBI GI g3337361 

BLAST score 146 

E value 1.0e-09 

Match length 55 

% identity 47 

NCBI Description (AC004481) ankyrin-like protein [Arabidopsis thaliana] 

Seq. No. 48568 

Seq. ID ncj700986825.hl 

Method BLASTN 

NCBI GI gl946221 

BLAST score 80 

E value 3.0e-37 

Match length 119 

% identity 93 

NCBI Description M.domestica mRNA for knottedl-like homeobox protein 

Seq. No. 48569 

Seq. ID ncj700986861.hl 

Method BLASTX 

NCBI GI g3894157 

BLAST score 147 

E value 6.0e-10 

Match length 70 

% identity 11 

NCBI Description (AC005312) putative protein kinase, 3 T partial [Arabidopsis 
thaliana] 

Seq. No. 48570 

Seq. ID ncj700986879.hl 

Method BLASTX 

NCBI GI g3885336 

BLAST score 232 

E value 7.0e-20 

Match length 69 

% identity 37 

NCBI Description (AC005623) receptor-like protein kinase [Arabidopsis 
thaliana] 

Seq. No. 48571 

Seq. ID ncj700986934.hl 

Method - BLASTX 

NCBI GI g4204793 

BLAST score 314 

E value 2.0e-29 

Match length 73 

% identity 41 

NCBI Description (U52079) P-glycoprotein [Solanum tuberosum] 

Seq. No. 48572 

Seq. ID ncj700987001.hl 

Method BLASTX 

NCBI GI g4558558 

BLAST score 336 

E value 9.0e-32 

Match length 94 



7881 



% identity 67 

NCBI Description (AC007138) putative polygalacturonidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E, value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48573 

ncj700987036.hl 

BLASTN 

gl69980 

68 

5.0e-30 

120 

89 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
48574 

ncj700987105.hl 

BLASTX 

g3687230 

176 

2.0e-19 

81 
65 

(AC005169) hypothetical protein [Arabidopsis thaliana] 
48575 

ncj700987125.hl 

BLASTX 

g3157941 

172 

1.0e-12 

52 
60 

(AC002131) Contains similarity to hypothetical protein 
gb_U95973 from A. thaliana. [Arabidopsis thaliana] 

48576 

ncj700987134.hl 

BLASTX 

g2494111 

191 

6.0e-15 

52 
60 

(AC00237 6) Contains similarity to Glycine protein kinase 6 
(gb_M6744 9) . [Arabidopsis thaliana] 

48577 

ncj700987155.hl 

BLASTX 

gl518540 

148 

8.0e-10 

44 

70 

(U53418) UDP-glucose dehydrogenase [Glycine max] 



Seq. No. 



48578 



7882 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ncj700987224.hl 

BLASTX 

g3128190 

179 

2.0e-13 

56 
66 

(AC004521) putative beta-glucosidase [Arabidopsis thaliana] 
48579 

ncj700987226.hl 

BLASTN 

g410285 

148 

9.0e-78 

232 

91 

Pisum sativum rho (ras-related) GTP-binding protein mRNA, 
complete cds 

48580 

ncj700987230.hl 

BLASTX 

g3641838 

170 

3.0e-18 

63 

76 

(AL023094) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



48581 

ncj700987267.hl 

BLASTX 

g3337361 

429 

1.0e-42 

90 

86 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
48582 

ncj700987273.hl 

BLASTX 

g3482924 

234 

7.0e-20 

80 

59 

(AC003970) Highly similar to cinnamyl alcohol 
dehydrogenase, gi_1143445 [Arabidopsis thaliana] 

48583 

ncj700987322.hl 

BLASTN 

g4165487 

89 



7883 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-42 

145 

90 

Hordeum vulgare mRNA for alpha-tubulin 
48584 

ncj700987369.hl 

BLASTN 

g3449321 

32 

1.0e-08 

56 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTG10, complete sequence [Arabidopsis thaliana] 



PI clone: 



48585 

ncj700987371.hl 

BLASTX 

g3402686 

187 

2.0e-14 

80 

26 

(AC004 697) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

48586 

ncj700987416.hl 

BLASTX 

gl209756 

184 

5.0e-14 

87 

45 

(U43629) integral membrane protein [Beta vulgaris] 
48587 

ncj700987461.hl 

BLASTN 

g2444419 

165 

6.0e-88 

196 

95 

Glycine max ribosome-associated protein p4 0 mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48588 

ncj700987504.hl 

BLASTX 

g2459442 

210 

5.0e-17 

89 
52 

(AC002332) putative DNA-binding protein PD1 



[Arabidopsis 



7884 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48589 

ncj700987547.hl 

BLASTX 

gll73638 

190 

6.0e-15 

48 
69 

(U35779) 1-aminocyclopropane-l-carboxylate synthase 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48590 

ncj700987553.hl 

BLASTX 

g4337196 

371 

5.0e-36 

82 

85 

(AC006403) putative serine/threonine receptor kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48591 

ncj700987560.hl 

BLASTX 

g3482932 

142 

4.0e-09 

57 

54 

(AC003970) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48592 

ncj700987625.hl 

BLASTN 

g2149954 

99 

1.0e-48 

186 

89 

Phaseolus vulgaris putative aquaporin-1 
complete cds 



(Mip-1) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48593 

ncj700987638.hl 

BLASTX 

g2129651 

197 

2.0e-19 

86 

53 

myosin heavy chain ATM2 - Arabidopsis thaliana (fragment) 
>gi_499045_emb_CAA84 065_ (Z34292) myosin [Arabidopsis 
thaliana] 



7885 



Seq. No. 48594 

Seq. ID ncj700987685.hl 

Method BLASTN 

NCBI GI g2924257 

BLAST score 73 

E value 4.0e-33 

Match length 140 

% identity 89 

NCBI Description Tobacco chloroplast genome DNA 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48595 

ncj700987714.hl 

BLASTX 

g3461833 

137 

3.0e-17 

86 
55 

(AC004138) putative expansin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48596 

ncj700987716.hl 

BLASTX 

g2149640 

176 

4.0e-13 

40 

75 

(U91995) Argonaute protein [Arabidopsis thaliana] 
48597 

ncj700987784.hl 

BLASTN 

g3204102 

38 

2.0e-12 

85 
87 

Cicer arietinum mRNA for hypothetical protein, clone Can35, 
partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48598 

ncj700987791.hl 

BLASTN 

g296444 

177 

3.0e-95 

184 

99 

G.max ADR 6 mRNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



48599 

ncj700987816.hl 

BLASTX 

gl352243 

265 

2.0e-23 



7886 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



91 
60 

LIGHT-MEDIATED DEVELOPMENT PROTEIN DET1 

>gi_625972_pir A54841 DET1 protein - Arabidopsis thaliana 

>gi_510275 (L33695) DET1 [Arabidopsis thaliana] >gi__3695414 
(AF096373) Arabidopsis thaliana light -mediated development 
protein DET1 (SP:P48732) [Arabidopsis thaliana] 
>gi_4538982_emb_CAB39770.1_ (AL049487) Deetiolatedl (DET1) 
light signal transduction protein [Arabidopsis thaliana] 

48600 

ncj700987852.hl 

BLASTX 

g2832679 

281 

2.0e-25 

89 

61 

(AL021712) putative protein [Arabidopsis thaliana] 
48601 

ncj700987948.hl 

BLASTN 

g2852444 

43 

4.0e-15 

103 

85 

Salix bakko mRNA for SUI1 homolog, complete cds 
48602 

ncj700987978.hl 

BLASTX 

g309673 

211 

4.0e-17 

65 

77 

(L19651) light harvesting protein [Pisum sativum] 
48603 

ncj700988108.hl 

BLASTN 

g2502084 

52 

2.0e-20 

64 

95 

Vigna radiata adenosine triphosphatase mRNA, partial cds 
48604 

ncj700988134.hl 

BLASTX 

g4574740 

154 

2.0e-15 
60 



7887 




% identity 


55 


NCBI Description 


(AF134402) Tat -binding protein-1 [Drosophila melanogas' 


Seq. No. 


48605 


Seq. ID 


ncj700988148.hl 


Method 


BLASTN 


NCBI GI 


g402635 


BLAST score 


119 


E value 


2.0e-60 


Match length 


241 


% identity 


91 


NCBI Description 


L.albus gene for beta-tubulin 


Seq. No. 


48606 


Seq. ID 


ncj700988164.hl 


Method 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


210 


E value 


3.0e-17 


Match length 


42 


% identity 


90 


NCBI Description 


(U58283) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


48607 


Seq. ID 


ncj700988195.hl 


Method 


BLASTX 


NCBI GI 


cr3068713 


BLAST score 


255 


E value 


2.0e-22 


Match length 


84 


% identity 


65 


NCBI Description 


(AF049236) unknown [Arabidopsis thaliana] 


Seq. No. 


48608 


Seq. ID 


ncj700988310.hl 


Method 


BLASTX 


NCBI GI 


g4432822 


BLAST score 


150 


E value 


3.0e-10 


Match length 


57 


% identity 


51 


NCBI Description 


(AC006593) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


48609 


Seq. ID 


ncj700988387.hl 


Method 


BLASTX 


NCBI GI 


g3212848 


BLAST score 


171 


E value 


1.0e-12 


Match length 


45 


% identity 


71 


NCBI Description 


(AC004005) putative inositol polyphosphate-5-phosphata; 




[Arabidopsis thaliana] 


Seq. No. 


48610 


Seq. ID 


ncj700988425.hl 


Method 


BLASTN 



7888 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g407474 
76 

5.0e-35 

160 

87 

P. sativum, mRNA for T-protein of glycine decarboxylase 
complex 

48611 

ncj700988507.hl 

BLASTX 

g3176691 

250 

5.0e-22 

72 
43 

(AC003671) Contains homology to serine/threonine protein 
kinase gb_X99618 from Mycobacterium tuberculosis. ESTs 
gb_F14403, gb_F14404, and gb_N96730 come from this gene. 
[Arabidopsis thaliana] 

48612 

ncj700988521.hl 

BLASTX 

g542157 

362 

8.0e-35 

82 
82 

ribosomal 5S RNA-binding protein - Rice 
48613 

ncj700988605.hl 

BLASTX 

g2947063 

228 

4.0e-19 

95 

30 

(AC002521) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



48614 

ncj700988625.hl 

BLASTX 

g4006827 

345 

7.0e-33 

88 

74 

(AC005970) subtilisin-like protease [Arabidopsis thaliana] 
48615 

ncj700988643.hl 

BLASTN 

g2370311 

80 



7889 



E value 


3.0e-37 


Match length 


232 


% identity 


84 


NCBI Description 


Medicago sativa 


Seq. No. 


48616 


Seq.. ID 


ncj700988679.hl 


Method 


BLASTX 


NCBI GI 


g3859114 


BLAST score 


366 


E value 


3.0e-35 


Match length 


77 


% identity 


90 


NCBI Description 


(AF031608) MS5- 


Seq. No. 


48617 


Seq. ID 


nsy700645504.hl 


Method 


BLASTX 


NCBI GI 


g3122288 


BLAST score 


425 


E value 


3.0e-42 


Match length 


93 


% identity 


35 


NCBI Description 


IMPORTIN ALPHA- 



like protein [Arabidopsis thaliana] 



SUBUNIT (KARYOPHERIN ALPHA- 1 SUBUNIT) (KAP 
ALPHA) >gi_1568635 (U69533) At KAP alpha [Arabidopsis 
thaliana] 



Seq. No. 


48618 


Seq. ID 


nsy700645508.hl 


Method 


BLASTX 


NCBI GI 


g4158232 


BLAST score 


239 


E value 


2.0e-20 


Match length 


59 


% identity 


78 


NCBI Description 


(Y1862 6) reversibly glycosylated 




aestivum] 


Seq. No. 


48619 


Seq. ID 


nsy700645524.hl 


Method 


BLASTX 


NCBI GI 


g3834323 


BLAST score 


173 


E value 


1.0e-12 


Match length 


49 


% identity 


65 


NCBI Description 


(AC005679) F9K20.25 [Arabidopsis 


Seq. No. 


48620 


Seq. ID 


nsy700645525.hl 


Method 


BLASTX 


NCBI GI 


g3641252 


BLAST score 


200 


E value 


8.0e-16 


Match length 


94 


% identity 


15 


NCBI Description 


(AF053127) leucine-rich receptor- 



[Malus 



7890 




domestica] 



Seq. No. 


48621 


Seq, ID 


nsy700645539.hl 


Method 


BLASTX 


NCBI GI 


g4220529 


BLAST score 


330 


E value 


4.0e-31 


Match length 


93 


% identity 


59 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


48622 


Seq. ID 


nsy700645547.hl 


Method 


BLASTN 


NCBI GI 


g508303 


BLAST score 


39 


E value 


1.0e-12 


Match length 


59 


% identity 


92 


NCBI Description 


Alfalfa bimodular protein (corC) mRNA, complete cds 


Seq. No. 


48623 


Seq. ID 


nsy700645605.hl 


Method 


BLASTX 


NCBI GI 


g3355474 


BLAST score 


191 


E value 


9.0e-15 


Match length 


73 


% identity 


53 


NCBI Description 


(AC004218) unknown protein [Arabidopsis thaliana] 


Seq. No. 


48624 


Seq. ID 


nsy700645661.hl 


Method 


BLASTX 


NCBI GI 


g3004556 


BLAST score 


165 


E value 


1.0e-ll 


Match length 


56 


% identity 


52 


NCBI Description 


(AC003673) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


48625 


Seq. ID 


nsy700645693.hl 


Method 


BLASTX 


NCBI GI 


a3142294 


BLAST score 


336 


E value 


8.0e-32 


Match length 


75 


% identity 


85 


NCBI Description 


(AC002411) Strong similarity to initiation factor elF 




gb_U37354 from S. pombe. ESTs gb_T41979, gb_N37284 a] 




gb N37529 come from this gene. [Arabidopsis thaliana] 


Seq. No. 


48626 


Seq. ID 


pcp700988705.hl 


Method 


BLASTX 



7891 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g3122858 
257 

8.0e-23 

58 

88 

D-3-PH0SPH0GLYCERATE DEHYDROGENASE PRECURSOR 
>gi_2189964_dbj_BAA20405_ (AB003280) Phosphoglycerate 
dehydrogenase [Arabidopsis thaliana] 

>gi_2804258_dbj_BAA24440_ (AB010407) phosphoglycerate 
dehydrogenase [Arabidopsis thaliana] 

48627 

pcp700988708.hl 

BLASTX 

g4210712 

243 

6.0e-21 

84 
58 

(AJ006870) purple acid phosphatase [Ipomoea batatas] 
48628 

pcp700988809.hl 

BLASTX 

g4559388 

321 

5.0e-30 

90 

68 

(AC006526) hypothetical protein [Arabidopsis thaliana] 
48629 

pcp700988818.hl 

BLASTX 

g4454019 

248 

2.0e-21 

84 
54 

(AL035396) SRGl-like protein [Arabidopsis thaliana] 
48630 

pcp700988914.hl 

BLASTN 

gl70027 

32 

9.0e-09 

36 

97 

Soybean peribacteroid membrane protein (nod24) gene, 
complete cds 

48631 

pcp700989095.hl 

BLASTN 

g3033512 

163 



7892 



E value 
Match length 
% identity 
NCBI Description 



9.0e-87 

218 

94 

Phaseolus vulgaris rubisco activase (Real) mRNA, complete 
cds 



Seq. No. 48632 

Seq. ID pcp700989139.hl 

Method BLASTX 

NCBI GI g2961384 

BLAST score 198 

E value 1.0e-15 

Match length 57 

% identity 63 

NCBI Description (AL022141) aldehyde dehydrogenase like protein [Arabidopsis 
thaliana] 

Seq. No. 48633 

Seq. ID pcp700989152.hl 

Method BLASTN 

NCBI GI g602358 

BLAST score 60 

E value 2.0e-25 

Match length 132 

% identity 87 

NCBI Description P. sativum mRNA for type II chlorophyll a/b binding protein 

Seq. No. 48634 

Seq. ID pcp700989171.hl 

Method BLASTN 

NCBI GI g310562 

BLAST score 117 

E value 2.0e-59 

Match length 175 

% identity 94 

NCBI Description Glycine max calmodulin (SCaM-5) mRNA, complete cds 

Seq. No. 48635 

Seq. ID pcp700989212.hl 

Method BLASTX 

NCBI GI g3702332 

BLAST score 17 8 

E value 3.0e-13 

Match length 84 

% identity 40 

NCBI Description (AC005397) unknown protein [Arabidopsis thaliana] 

Seq. No. 48636 

Seq. ID pcp700989257.hl 

Method BLASTX 

NCBI GI g3643611 

BLAST score 293 

E value 6.0e-27 

Match length 68 

% identity 76 

NCBI Description (AC005395) putative casein kinase [Arabidopsis thaliana] 



7893 



Seq. No. 48637 

Seq. ID pcp700989382.hl 

Method BLASTX 

NCBI GI g2760844 

BLAST score 243 

E value 3.0e-21 

Match length 53 

% identity 81 . ^ . 

NCBI Description (AC003105) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 48638 

Seq. ID pcp700989412.hl 

Method BLASTX 

NCBI GI g3540207 

BLAST score 142 

E value 2.0e-18 

Match length 92 

% identity 54 , . , 

NCBI Description (AC004260) Putative protein kinase [Arabidopsis thalianaj 

Seq. No. 48639 

Seq. ID pcp700989491.hl 

Method BLASTN 

NCBI GI g3158473 

BLAST score 39 

E value 8.0e-13 

Match length 59 

% identity 92 

NCBI Description Samanea saman aquaporin 1 (Aqpl) mRNA, complete cds 
48640 

pcp700989557.hl 
BLASTX 
gl532135 
243 

5.0e-21 
79 
76 

(U49442) chloroplast mRNA-binding protein CSP41 precursor 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 48641 

Seq. ID pcp700989578.hl 

Method BLASTX 

NCBI GI g3402697 

BLAST score 353 

E value 7.0e-34 

Match length 81 

% identity 74 . „ ^ u 

NCBI Description (AC004261) putative phosphatidylinositol-4-pnosphate 
5-kinase [Arabidopsis thaliana] 



Seq. No. 48642 

Seq. ID pcp700989586.hl 

Method BLASTN 

NCBI GI g4165487 

BLAST score 70 



7894 



E value 3.0e-31 

Match length 110 

% identity 91 

NCBI Description Horcieum vulgare mRNA for alpha-tubulin 

Seq. No. 48643 

Seq. ID pcp700989626.hl 

Method BLASTX 

NCBI GI gll6359 

BLAST score 201 

E value 5.0e-16 

Match length 54 

% identity 63 



NCBI Description HEVAMINE A (CHITINASE / LYSOZYME >gi_82026_pir S17205 

chitinase (EC 3.2.1.14) hevamine - Para rubber tree 
>gi_234388_bbs_52808 hevamine [Hevea brasiliensis, Peptide 
Partial, 273 aa] >giJL311006jpdbJLHVQ_ Glycosidase, Chitin 
Degradation, Multifunctional Enzyme Mol_id: 1; Molecule: 
Hevamine A; Chain: Null; Ec: 3.2.1.14, 3.2.1.17; Heterogen: 
N-, N 1 -,N ! '-Triacetyl-Chitotriose; Other_details: Plant 
EndochitinaseLYSOZYME >gi_1421554_pdb_lLLO_ Hevamine A (A 
Plant EndochitinaseLYSOZYME) COMPLEXED WITH Allosamidin 
>gi_1942537_pdb_2HVM__ Hevamine A At 1.8 Angstrom 
Resolution 



Seq. No. 


48644 


Seq. ID 


pcp700989634.hl 


Method 


BLASTN 


NCBI GI 


g!277163 


BLAST score 


250 


E value 


1.0e-138 


Match length 


254 


% identity 


100 


NCBI Description 


Glycine max cysteine proteinase inhibitor mRNA, partial 


Seq. No. 


48645 


Seq. ID 


pcp700989638.hl 


Method 


BLASTX 


NCBI GI 


g3885340 


BLAST score 


142 


E value 


4.0e-09 


Match length 


31 


% identity 


84 


NCBI Description 


(AC005623) unknown protein [Arabidopsis thaliana] 


Seq. No. 


48646 


Seq. ID 


pcp700989639.hl 


Method 


BLASTX 


NCBI GI 


g2894606 


BLAST score 


254 


E value 


2.0e-22 


Match length 


59 


% identity 


80 


NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana] 


Seq. No. 


48647 


Seq. ID 


pcp700989702.hl 



7895 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4406529 

101 

1.0e-49 

113 

97 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

48648 

pcp700989812.hl 

BLASTN 

gl8755 

53 

2.0e-21 

81 

Soybean SRS4 mRNA for ribulose-1, 5-bisphosphate carboxylase 
(Rubisco) small subunit, partial cds 

48649 

pcp700989868.hl 

BLASTN 

g20740 

108 

6.0e-54 

248 

86 

Pisum sativum mRNA for P protein, a part of glycine 
cleavage complex 

48650 

pcp700989873.hl 

BLASTX 

g3608128 

257 

9.0e-23 

63 

76 

(AC005314) hypothetical protein [Arabidopsis thalxana] 
>gi_4263794_gb_AAD15454_ (AC006068) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



48651 

pcp700989877.hl 

BLASTX 

g309673 

202 

3.0e-16 

63 

76 

(L19651) light harvesting protein [Pisum sativum] 
48652 

pcp700989881.hl 

BLASTX 

g2129626 



7896 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



277 

6.0e-25 

82 

67 

J-domain protein - Arabidopsis thaliana 
>gi_928936_ernb_CAA89204_ (Z49238) J-domain protein 

[Arabidopsis thaliana] >gi_1585434_prf 2124427A diamide 

resistance gene [Arabidopsis thaliana] 

48653 

pcp700989887.hl 

BLASTX 

g3548802 

147 

6.0e-10 

46 
61 

(AC005313) axi l-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

48654 

pcp700990029:,hl 

BLASTX 

g3236254 

312 

4.0e-29 

81 

73 

(AC004 684) unknown protein [Arabidopsis thaliana] 
48655 

pcp700990076.hl 

BLASTX 

g471329 

150 

3.0e-ll 

75 
41 

(X75451) translation initiation factor eIF-2B-delta 
[Oryctolagus cuniculus] 

48656 

pcp700990106.hl 

BLASTN 

gl6495 

36 

4.0e-ll 

44 

95 

A. thaliana mRNA for plastid ribosomal protein CL15 
48657 

pcp700990120.hl 

BLASTX 

g3377517 

270 



7897 



E value 


4.0e-24 


Match length 


71 


% identity 


75 


NCBI Description 


(AF073361) nitrate transporter NTL1 [Arabidopsis thaliana] 


Seq. No. 


48658 


Seq. ID 


pcp700990121.hl 


Method 


BLASTN 


NCBI GI 


g2055227 


BLAST score 


183 


E value 


1.0e-98 


Match length 


251 


% identity 


93 


NCBI Description 


Glycine max mRNA for SRC1, complete cds 


Seq. No. 


48659 


Seq. ID 


pcp700990167.nl 


Method 


BLASTX 


NCBI GI 


g4539344 


BLAST score 


323 


E value 


2.0e-30 


Match length 


84 


% identity 


69 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


48660 


Seq. ID 


pcp700990215.hl 


Method 


BLASTX 


NCBI GI 


g3135251 


BLAST score 


136 


E value 


1.0e-08 


Match length 


72 


% identity 


40 


NCBI Description 


(AC003058) putative receptor protein kinase [Arabidopsis 




thaliana] >gi_3176719 (AC002392) putative protein kinase 




[Arabidopsis thaliana] 


Seq. No. 


48661 


Seq. ID 


pcp700990218.hl 


Method 


BLASTX 


NCBI GI 


g4455350 


BLAST score 


209 


E value 


5.0e-17 


Match length 


53 


% identity 


70 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 


Seq. No. 


48662 


Seq. ID 


pcp700990243.hl 


Method 


BLASTX 


NCBI GI 


g2827141 


BLAST score 


276 


E value 


6.0e-25 


Match length 


74 


% identity 


69 


NCBI Description 


(AF027173) cellulose synthase catalytic subunit 




[Arabidopsis thaliana] 



7898 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



48663 

pcp700990268.hl 

BLASTN 

g602358 

35 

2.0e-10 

51 
92 

P. sativum mRNA for type II chlorophyll a/b binding protein 
48664 

pcp700990275.hl 

BLASTX 

g3953458 

157 

7.0e-ll 

46 
63 

(AC002328) F20N2, 



3 [Arabidopsis thaliana] 



48665 

pcp700990289.hl 

BLASTX 

g3046815 

251 

4.0e-22 

64 

77 

(AL021687) cytochrome P450 [Arabidopsis thaliana] 
48666 

pcp700990303.hl 

BLASTX 

g4580472 

260 

2.0e-29 

82 

75 

(AC006081) DNA binding protein; similar to CDC27 and nuclear 
scaffold proteins [Arabidopsis thaliana] 

48667 

pcp700990312.hl 

BLASTN 

g!8556 

244 

1.0e-135 

263 

99 

G.max DNA for Cab5 
48668 

pcp700990368.hl 

BLASTX 

g!076632 

353 



7899 



E value 
Match length 
% identity 
NCBI Description 



8.0e-34 

76 

80 

protein kinase - common tobacco >gi_506534_emb_CAA50374_ 
(X71057) protein kinase [Nicotiana tabacum] 



Seq, No. 


48669 


Seq. ID 


pcp700990412.hl 


Method 


BLAST N 


NCBI GI 


gl69036 


BLAST score 


56 


E value 


8 . Oe-23 


Match length 


96 


% identity 


90 


NCBI Description 


Pisum sativum L. aldolase gene, 3' end cds 


Seq. No. 


48670 


Seq. ID 


pcp700990418.hl 


Method 


BLASTX 


NCBI GI 


g4508081 


BLAST score 


253 


E value 


5.0e-22 


Match length 


87 


-5 identity 




NCBI Description 


(AC005882) Hypothetical protein [Arabidops. 


Seq. No. 


48671 


Seq. ID 


pcp700990425.hl 


Method 


BLASTX 


NCBI GI 


g266989 


BLAST score 


337 


E value 


7.0e-32 


Match length 


64 


% identity 


100 


NCBI Description 


GTP-BINDING PROTEIN SAR1B >gi 322517 pir I 



GTP-binding protein - Arabidopsis thaliana >gi_l 66734 
(M95795) GTP-binding protein [Arabidopsis thaliana] 



Seq. No. 


48672 


Seq. ID 


pcp700990474.hl 


Method 


BLASTX 


NCBI GI 


g2765821 


BLAST score 


168 


E value 


4.0e-12 


Match length 


83 


% identity 


45 


NCBI Description 


(Z95496) Mlo-hl protein [Hordeum vulgare] 


Seq. No. 


48673 


Seq. ID 


pcp700990501.hl 


Method 


BLASTN 


NCBI GI 


g2564050 


BLAST score 


34 


E value 


7.0e-10 


Match length 


98 


% identity 


84 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



7900 



MUA22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



48674 

pcp700990567.hl 

BLASTX 

g3892057 

174 

4.0e-13 

49 

38 

(AC002330) hypothetical protein [Arabidopsis thaliana] 
48675 

pcp700990646.hl 

BLASTN 

g20829 

44 

3.0e-16 

72 
90 

P. sativum per gene for protochlorophyllide reductase 
48676 

pcp700990662.hl 

BLASTN 

g3378649 

43 

1.0e-15 

83 

88 

M.sativa mRNA translated from abscisic activated gene 
48677 

pcp700990737.hl 

BLASTN 

g340697 

77 _ 

1.0e-35 

135 

92 

Soybean chloroplast 16S/23S ribosomal intergenic spacer DNA 
48678 

pcp700990802.hl 

BLASTX 

g3550985 

201 

3.0e-16 

38 

97 

(AB010740) 0sS5a [Oryza sativa] 
48679 

pcp700990809.hl 

BLASTX 

g3892057 

387 



7901 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-38 

87 

51 

(AC002330) hypothetical protein [Arabidopsis thaliana] 
48680 

pcp700990926.hl 

BLASTX 

g2827631 

241 

6.0e-21 

57 

79 

(AL021636) putative protein [Arabidopsis thaliana] 
48681 

pcp700991095.hl 

BLASTN 

g4406529 

165 

6.0e-88 

217 

94 

Vigna radiata rubisco activase (Rca) mRNA f chloroplast gene 
encoding chloroplast protein, complete cds 

48682 

pcp700991110.hl 

BLASTX 

gl082359 

142 

4.0e-09 

86 

40 

excision repair protein ERCC5 - human >gi_306742 (L20046) 
excision repair protein [Homo sapiens] 

48683 

pcp700991122.hl 

BLASTX 

g4262226 

182 

9.0e-14 

45 

73 

(AC006200) putative protein kinase [Arabidopsis thaliana] 
48684 

pcp700991130.hl 

BLASTX 

gl685005 

197 

1.0e-15 

86 

48 

(U32644) immediate-early salicylate-induced 
glucosyltransferase [Nicotiana tabacum] 



7902 



o 



Sea No 


48685 


Sea ID 


ncn700991138 hi 


Method 


BLASTX 


NCBI GI 


g2980641 


RT.AST qrnrp 
uxjrxkj i. o w w 


jj j 


P 1 T7"^ 1 l"JO 

i_j v ax u. c 


o Oe-34 


Ha Lull XtJIiyLIl 


ft ft 
0 0 


% i HoTTf~"i "hw 


77 


lNWDJ. UcbUI ipLlUil 


uiiiDUj iuuit:i resiSLance protein L^raDiaopsis unanan 


Sea Mo 


48686 


Seq. ID 


dcd700991171 hi 


Method 


BLASTX 


NCBI GI 


g2529686 


BLAST score 


205 


Hi v al LLC 


Q Do— 1 7 


M3+*r , h 1 p»ti rr"h h 

L Ja LUil J.C12U l_ i. 1 


u u 


% identity 


Do 


iNUDJ. ucouiipuiuii 


tHL,uuz.ojjj putdLive \j— DeLd~repear containing protein, 




partial [Arabidopsis thaliana] 




f± O DO / 


Sea ID 




Method 




NCBI GI 


g2289003 


BLAST score 


283 


TT tt3 1 no 
iL Value 


i . ue D 


IMClLOll ICll^Lll 


70 


% identity 


/ / 


LN J. Ut!oL-l±p L1U11 


lH.uuuzoojj meiLiorane transporter ui lsoiog [iiraDictopsis 




thaliana] 


Carr Ma 

O L£ » IN^J . 


ft 0 DO O 


Sea Tn 




Method 


BLASTX 


NCBI GI 


g3242702 




loo 


W Tra 1 no 

J-j v a A. LLC 


1 Ho-1 A 


Match length 


bu 


S- -! /-J yi -t- -! +-tt 




lnui3± uescripLion 


hypothetical protein [Arabidopsis thalxanaj 


CJorr Mrs 


fl O DO ^ 


Sea ID 


nrTj7 nOQQI^SR hi 


Method 




NCRT 




BLAST score 


241 


E value 


6.0e-21 


ft/fa +- r^h 1 onrr'H'h 


0 / 


9; i dent 1 1* v 


81 


NCBI Description 


(AJ002584) At MRP 4 [Arabidopsis thaliana] >gi_3738292 




(AC005309) glutathione-conjugate transporter AtMRP4 




[Arabidopsis thaliana] 


Seq. No. 


48690 


Seq. ID 


pcp700991287.hl 



7903 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2773269 

176 

1.0e-94 

212 
96 

Glycine max f erredoxin-dependent glutamate synthase 
mRNA, partial cds 



(glu) 



Seq. No. 
Seq. ID 
Method 



48691 

pcp700991308.hl 

BLASTX 

g2245113 

182 

9.0e-14 

63 

52 

(Z97343) glycerol-3-phosphate permease homolog [Arabidopsis 
thaliana] 

48692 

pcp700991313.hl 

BLASTX 

g3776567 

303 

5.0e-28 

81 

65 

(AC005388) Strong similarity to F21B7.33 gi_2809264 from A. 
thaliana BAC gb_AC002560. EST gb_N65119 comes from this 
gene. [Arabidopsis thaliana] 

48693 

pcp700991337.hl 

BLASTX 

g3482974 

307 

2.0e-28 

80 

78 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 

48694 

pcp700991361.hl 

BLASTX 

g3927835 

319 

6.0e-30 

82 

73 

(AC005727) similar to Streptomyces PapA [Arabidopsis 
thaliana] 

48695 

pcp700991379.hl 
BLASTN 



7904 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll39584 
76 

8.0e-35 

136 

89 

Lupinus albus tRNA nucleotidyltransferase (CCA1) mRNA, 
complete cds 

48696 

pcp700991408.hl 

BLASTN 

g829118 

92 

1.0e-44 

140 
91 

P. vulgaris gene for cyclophilin 
48697 

pcp700991418.hl 

BLASTX 

gl36057 

157 

6.0e-ll 

63 
51 

TRIOSEPHOSPHATE I SOME RASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



Seq. No. 


48698 


Seq. ID 


pcp700991427.hl 


Method 


BLASTX 


NCBI GI 


g3281853 


BLAST score 


253 


E value 


3.0e-22 


Match length 


77 


% identity 


61 


NCBI Description 


(AL031004) putative prot 


Seq. No. 


48699 


Seq. ID 


pcp700991430.hl 


Method 


BLASTX 


NCBI GI 


g2252827 


BLAST score 


246 


E value 


2.0e-21 


Match length 


62 


% identity 


69 


NCBI Description 


(AF013293) No definition 


Seq. No. 


48700 


Seq. ID 


pcp700991446.hl 


Method 


BLASTX 


NCBI GI 


g4522003 


BLAST score 


140 


E value 


6.0e-09 



[Arabidopsis thaliana] 



7905 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 
52 

(AC007069) putative protein kinase [Arabidopsis thaliana] 
48701 

pcp700992006.hl 

BLASTX 

g4539010 

179 

1.0e-13 

56 

66 

(AL04 9481) putative DNA- 
[Arabidopsis thaliana] 



•directed RNA polymerase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48702 

pcp700992049.hl 

BLASTX 

g2781351 

218 

3.0e-18 

51 

80 

(AC003113) F2401. 



7 [Arabidopsis thaliana] 



48703 

pcp700992203.hl 

BLASTX 

gl345132 

269 

3.0e-24 

65 

9 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_1389566__dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

48704 

pcp700992205.hl 

BLASTX 

g2564958 

143 

4.0e-09 

89 

4 

(AF030001) tenascin X [Mus musculus] 



48705 

pcp700992235.hl 

BLASTN 

g217908 

54 

8.0e-22 

82 

91 

Pumpkin mRNA- for glycolate oxidase, 



complete cds 



7906 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score " 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48706 

pcp700992271.hl 

BLASTN 

g3241923 

35 

2.0e-10 

73 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MMN10, complete sequence [Arabidopsis thaliana] 



48707 

pcp700992272.hl 

BLASTX 

g4335731 

241 

1.0e-20 

89 
47 

(AC006248) putative polyprotein 



PI clone: 



[Arabidopsis thaliana] 



48708 

pcp700992290.hl 

BLASTX 

g3292816 

347 

4.0e-33 

89 

67 

(AL031018) putative fizzy- related protein [Arabidopsis 
thaliana] 

48709 

pcp700992314.hl 

BLASTX 

g2827561 

326 

1.0e-30 

87 

70 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_329280 9_emb_CAA197 99_ (AL031018) putative protein 
[Arabidopsis thaliana] 



48710 

pcp700992328.hl 

BLASTN 

gl732468 

135 

5.0e-70 

254 
89 

Soybean mRNA for Mg chelatase subunit 



(46 kD} , complete cds 



Seq. No. 
Seq, ID 



48711 

pcp700992363.hl 



7907 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTN 

g4406529 

76 

8.0e-35 

235 
83 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast 
encoding chloroplast protein, complete cds 

48712 

pcp700992482.hl 

BLASTX 

g508304 

154 

9.0e-ll 

35 
77 

(L22305) corC [Medicago sativa] 
48713 

pcp700992491.hl 

BLASTX 

g3451074 

245 

2.0e-21 

61 

72 

(AL031326) putative protein [Arabidopsis thaliana] 
48714 

pcp700992668.hl 

BLASTX 

g3264757 

161 

2.0e-23 

75 
77 

(AF071888) zeaxanthin epoxidase [Prunus armeniaca] 
48715 

pcp700992681.hl 

BLASTX 

g3184498 

151 

1.0e-12 

83 

26 

(AC004798) R31546JL [Homo sapiens] 
48716 

pcp700992706.hl 

BLASTX 

g3399777 

205 

2.0e-16 

71 

55 



gene 



7908 



NCBI Description 



(AF069738) 
max] 



symbiotic ammonium transporter; nodulin [Glycine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



48717 

pcp700992722.hl 

BLASTN 

g3158475 

63 

5.0e-27 

178 

84 

Samanea saman aquaporin 2 



(Aqp2) mRNA, complete cds 



48718 

pcp700992760.hl 

BLASTX 

g4205113 

149 

4.0e-10 

52 

44 

(AF000520) cell wall invertase [Fragaria x ananassa] 



48719 

pcp700993034.hl 

BLASTN 

gl69820 

37 

2.0e-ll 

41 

98 

Oryza sativa triosephosphate isomerase 
complete cds 



(Rictpi) mRNA, 



48720 

pcp700993084.hl 

BLASTX 

g3142289 

177 

2.0e-13 

68 

47 

(AC002411) Strong similarity to beta-keto-Coa synthase 
gb_U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 



48721 

pcp700993225.hl 

BLASTX 

g3643611 

316 

1.0e-29 

60 

88 

(AC005395) putative casein kinase 



[Arabidopsis thaliana] 



48722 

pcp700993235.hl 



7909 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

gl69141 

49 

7.0e-19 

109 

86 

Pea putative protein serine/threonine kinase (PsPK4) mRNA, 
partial cds 

48723 

pcp700993278.hl 

BLASTX 

g2245004 

192 

3.0e-15 

56 

62 

(Z97341) similarity to membrane transport protein 
[Arabidopsis thaliana] 

48724 

pcp700993285.hl 

BLASTX 

g4539383 

251 

4.0e-22 

59 

69 

(AL035526) putative protein (fragment) [Arabidopsis 
thaliana] 

48725 

pcp700993317.hl 

BLASTN 

g4406529 

50 

3.0e-19 

145 

87 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

48726 

pcp700993318.hl 

BLASTX 

g2980764 

325 

1.0e-30 

71 

80 

(AL022198) putative protein [Arabidopsis thaliana] 
48727 

pcp700993353.hl 

BLASTX 

gl652704 

154 



7910 



E value* 


1. Oe-10 


Match length 


60 


O 1UC11L1 l.^ 


48 


NCBI Description 


{D90907) hvoothetical Drotein TSvnechocvstis sp.1 




l iO / to 


Seq. ID 


dcd700993367 hi 


Met hod 


BLASTX 


NCBI GI 


g3738306 


BLAST score 


339 


F. va 1 np 




Match lenath 


84 




77 


NCBI Description 


f ACOOS^OQ^ unknown orotpin rArshi Hnn 4 ?! s fhal i ansl 






Seq. ID 


ocr>700993436 hi 


Method 


BLASTX 


NCBI GI 


a3738300 


BLAST score 


173 


E value 


8.0e-13 


Match length 


45 


o j-uciiuxir y 


71 


NCBI Descriiotion 


(AC*00S3f)9} nntative rrl nt^rpdriYi n f Arshi Hrmcii q t'h^Ti^n^i 

\n\/V/ v ^ / jJliLQLl vC ^lULCllC UUA1 11 [ rlX uJJXLiU k/O -L O L 1 Id X.-I- dl Id 




■^yx *JZ,f4^0^D ^nL-UUOU / Z J putative giULalcUOXin [-".raDlCLOp! 




■hhs 1 ianal 

LilQJ. X dl id J 


O c Lj • LN U • 


4P7on 




pL-p/UUjJJfiO / .ilx 


Mpf* hoH 


oxirio X IN 


NCBI GI 


gl9747 


BLAST score 


38 


J— i VdXUt: 


*i • Uc x^ 


Match 1 en <7th 


74 


^ xU.cilt.xt_y 


o 0 


NCBI Description 


M o 1 ttp cfr-i' o nqaHa rr^rn^ "For* DOT pi 9 

Dj/ivcoui — lo poaua vjciic iui roi u 




4 ft7^1 
ft o / 3 J. 


Ci • XL/ 


^JwL,! / UUj^jJIO . IIX 


Method 




NCBI GI 


g2317899 


BLAST score 


246 


E va 1 hp 


X • L*G 1 


Match length 


258 






NCBI Description 


_y Uiiic iiLd/i. odxxj ^ HiiMNrlf l.UULL'J.clc ovxo 


Qnrf Mrs 

o c q • in o . 


A Q7 "39 


OC^i X u 




Met hod 




NCBI GI 


gl31754 


BLAST score 


212 


E value 


2.0e-17 


Match length 


58 


% identity 


66 



NCBI Description PPLZ02 PROTEIN >gi_99973_pir S11881 hypothetical protein 

(clone pPLZ2) - large-leaved lupine >gi_19507_emb_CAA36069 



7911 



(X51767) put. 
polyphyllus] 



pPLZ2 product (AA 1-164) [Lupinus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48733 

pcp700993667.hl 

BLASTX 

g2674203 

249 

1.0e-21 

83 

64 

(AF036328) CLP protease regulatory subunit CLPX 
[Arabidopsis thaliana] 

48734 

pcp700993704.hl 

BLASTX 

gl839022 

142 

4.0e-09 

45 

56 

(Y11121) amino acid carrier [Ricinus communis] 
48735 

pcp700993705.hl 

BLASTN 

gl419035 

144 

2.0e-75 

236 

90 

M.sativa mRNA for delta-l-pyrroline-5-carboxylate synthase, 
P5CS-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



48736 

pcp700993758.hl 

BLASTX 

g417743 

147 

7.0e-10 

47 
53 

NEUROLYSIN PRECURSOR (NEUROTENSIN ENDOPEPTIDASE) 
(MITOCHONDRIAL OLIGOPEPTIDASE M) (MICROSOMAL ENDOPEPTIDASE) 
(MEP) (SOLUBLE ANGIOTENS IN-BINDING PROTEIN) (SABP) 

>gi_34 647 8_pir A43411 soluble angiotensin-binding protein 

- pig >gi_217709_dbj_BAA01949__ (D11336) soluble 

angiotesin-binding protein [Sus scrofa] 

>gi_1783122_dbj_BAA19060_ (AB000170) endopeptidase 24.16 
type Ml [Sus scrofa] >gi_1871389_dbj_BAA19104_ (AB000425) 
endopeptidase 24.16 type Ml [Sus scrofa] 

48737 

pcp700993807.hl 

BLASTX 

g3063453 



7912 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161 

2.0e-15 

75 
57 

(AC003981) F22013.15 [Arabidopsis thaliana] 
48738 

pcp700993854.hl 

BLASTX 

gll99786 

139 

1.0e-08 

85 

19 

(D83379) regulatory subunit of cAMP-dependent histone 
kinase [Hemicentrotus pulcherrimus] 

48739 

pcp700993872.hl 

BLASTN 

g4406529 

73 

5.0e-33 

181 

85 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



Seq. No. 


48740 


Seq. ID 


pcp700993878.hl 


Method 


BLASTX 


NCBI GI 


g2760323 


BLAST score 


240 


E value 


1.0e-20 


Match length 


74 


% identity 


21 


NCBI Description 


(AC002130) F1N21 


Seq. No. 


48741 


Seq. ID 


pcp700993920.hl 


Method 


BLASTX 


NCBI GI 


g3582344 


BLAST score 


323 


E value 


3.0e-30 


Match length 


92 


% identity 


65 


NCBI Description 


(AC0054 96) putat 




thaliana] 


Seq. No. 


48742 


Seq. ID 


pcp700993922.hl 


Method 


BLASTX 


NCBI GI 


g4539351 


BLAST score 


208 


E value 


9.0e-17 


Match length 


92 


% identity 


49 



.8 [Arabidopsis thaliana] 



putative cell division protein [Arabidopsis 



7913 



NCBI Description (AL035539) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48743 

pcp700993968.hl 

BLASTN 

g508303 

39 

1.0e-12 

59 
92 

Alfalfa bimodular protein (corC) mRNA, complete cds 



Seq. No. 48744 

Seq. ID pcp700994045.hl 

Method BLASTX 

NCBI GI g2213599 

BLAST score 251 

E value 6.0e-22 

Match length 83 

% identity 57 

NCBI Description (AC000348) T7N9.19 [Arabidopsis thaliana] 

Seq. No. 48745 

Seq. ID pcp700994084.hl 

Method BLASTX 

NCBI GI gl694621 

BLAST score 168 

E value 3.0e-12 

Match length 37 

% identity 81 

NCBI Description (D70895) 3-ketoacyl-CoA thiolase [Cucurbita sp.] 

Seq. No. 48746 

Seq. ID pcp700994212.hl 

Method BLASTN 

NCBI GI gl370200 

BLAST score 106 

E value 9.0e-53 

Match length 173 

% identity 91 

NCBI Description L.japonicus mRNA for small GTP-binding protein, RAC2 

Seq. No. 48747 

Seq. ID pcp700994224.hl 

Method BLASTX 

NCBI GI g3402694 

BLAST score 188 

E value 4.0e-19 

Match length 73 

% identity 68 

NCBI Description (AC004 697) putative Mlo-hi protein [Arabidopsis thaliana] 

Seq. No. 48748 

Seq. ID pcp700994276.hl 

Method BLASTX 

NCBI GI g3329368 

BLAST score 171 



7914 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



2.0e-26 

75 

73 

(AF031244) nodulin-like protein [Arabidopsis thaliana] 
48749 

pcp700994318.hl 

BLASTX 

g!345132 

174 

8.0e-13 

89 

43 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_138 9566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

48750 

pcp700994323.hl 

BLASTX 

g3021270 

300 , 

1.0e-27 

88 

67 

(AL02234 7) serine/threonine kinase -like protein 
[Arabidopsis thaliana] 

48751 

pcp700994373.hl 

BLASTX 

g2735766 

259 

8.0e-23 

61 

84 

(AF008652) MADS transcriptional factor; STMADS11 [Solanum 
tuberosum] 

48752 

pcp700994379.hl 

BLASTX 

g3894166 

165 

9.0e-12 

71 

46 

(AC005312) similar to phloem-specific lectin [Arabidopsis 
thaliana] 

48753 

pcp700994415.hl 

BLASTN 

g493019 

71 

8.0e-32 



7915 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

fJGBI Description 



75 
99 

Glycine max delta-aminolevulinic acid dehydratase 
mRNA, complete cds 



(Alad) 



48754 

pcp700994508.h2 

BLASTX 

gl076580 

188 

5.0e-20 

84 

62 

alcohol dehydrogenase homolog ADH3b - tomato 
>gi_91344 6_bbs_160508 (S75487) alcohol dehydrogenase ADH 
{EC 1.1.1.1} [Lycopersicon esculentum=tomatoes, cv. red 
cherry, Peptide, 390 aa] [Lycopersicon esculentum] 

48755 

pcp700994583.h2 

BLASTN 

g4406529 

139 

2.0e-72 

203 

92 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

48756 

pcp700994633.hl 

BLASTX 

g2651310 

179 

2.0e-13 

53 

64 

(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



48757 

pcp700994639.hl 

BLASTX 

g3402718 

135 

1.0e-ll 

64 

54 

(AC004261) hypothetical protein 
48758 

pcp700994688.hl 

BLASTX 

g4558564 

292 

8.0e-27 
77 



[Arabidopsis thaliana] 



7916 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 

48759 

pcp700994709.hl 

BLASTN 

gl053044 

114 

2.0e-57 

264 

100 

Glycine max histone H3 gene, partial cds, clone SI 
48760 

pcp700994727.hl 

BLASTX 

g4510363 

171 

2.0e-12 

42 
79 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 


48761 


Seq. ID 


pcp700994740.hl 


Method 


BLASTX 


NCBI GI 


g4263792 


BLAST score 


320 


E value 


5.0e-30 


Match length 


86 


% identity 


73 


NCBI Description 


(AC006068) unknown protein 


Seq. No. 


48762 


Seq. ID 


pcp700994747.hl 


Method 


BLASTX 


NCBI GI 


g2213884 


BLAST score 


198 


E value 


1.0e-15 


Match length 


74 


% identity 


57 


NCBI Description 


( AFO 04166) 2-is opr opy lmala t 




pennellii] 


Seq. No. 


48763 


Seq. ID 


pcp700994755.hl 


Method 


BLASTX 


NCBI GI 


g4204300 


BLAST score 


240 


E value 


1.0e-20 


Match length 


78 


% identity 


63 


NCBI Description 


(AC003027) Unknown protein 



[Lycopersicon 



Seq. No. 



48764 



7917 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pcp700994793.hl 

BLASTX 

g4204282 

173 

8.0e-13 

42 

81 

(AC00414 6) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48765 

pcp700994824.hl 

BLASTN 

gl8556 

229 

1.0e-126 

233 
100 

G.max DNA for Cab5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48766 

pcp700994834.hl 

BLASTX 

g2827555 

224 

1.0e-18 

87 
59 

(AL021635) Translation factor EF- 
[Arabidopsis thaliana] 



48767 

pcp700994871.hl 

BLASTN 

g2661020 

231 

1.0e-127 

250 
99 

Glycine max catalase (cat 4) 



1 alpha - like protein 



mRNA, complete cds 



48768 

pcp700994890.hl 

BLASTX 

g!31384 

255 

2.0e-22 

69 

81 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) {33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi__20621_emb_CAA33408_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_344004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 1611461A 02 evolving 

complex 33kD protein [Arachis hypogaea] 



7918 



o e g • in u . 






pep / uuz/^y yio . ni 


Method 


BLASTX 


NCBI GI 


g2245014 


rsLiAoi score 


1 Q Q 


E value 


o • ue id 


Match lengtn 


A 1 

41 


-s identity 


oU 


NCBI Description 


(Z97341) glucosyltransf erase homolog [Arabidopsis thaliana] 


beg. ino . 


A 0.11 C\ 




pep / uuyy^i yi?o .m 




Dj_Lrt.b 1 A 


NCBI GI 


g2160692 


BLAST score 


170 


E value 


1 . ue~iz 


ixiaucn lengun 


A Q 


s identity 


67 


MOTS T o t~* v*t >^i+" n r\n 

LN^yjDX uescripxion 


tu/ooz/j d regulatory suounit or rrZA L-^r&^io-Opsis 




thaliana j 


oeq . JNO . 


4o / / 1 


oeq. JjU 


pep /uuyyou^i .ni 




OT T\ C TV 

nliiib 1 A 




gl /lUou / 


BLAST score 


197 


E value 


8.0e-16 


Matcn lengtn 


60 


% identity 


bo 


NCBI Description 


RUBISCO SUBUNIT BINDING- PROTEIN ALPHA SUBUNIT PRECURSOR (60 




KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) >gi 1185390 




(U21105) alphacpnbO [Pisum sativum] 


beg. no. 


A Q n no 




pep / UUjJJlii •111 


Method 


BLASTX 


NCBI GI 


g2213598 


t5iii\bi score 




E value 


o . ue-2^ 


Match length 


88 


-6 identity 


56 


NCBI Description 


(AC000348) T7N9.18 [Arabidopsis thaliana] 


beg. jno. 


A OH n 1 

4o / to 


oeg. iiJ 


pep /uuyyoi4 / .ni 


jxiernoG 


T)T 7\ C TV 

Oliiib 1 A 




g4Uoooy4 


BLAST score 


348 


E value 


3.0e-33 


Match length 


O / 


% identity 


77 


NCBI Description 


(AJ2227 98) tDETl protein [Lycopersicon esculentum] 




>gi_4454 332_emb_CAA11914_ (AJ224356) tDETl protein 




[Lycopersicon esculentum] 


Seg. No. 


48774 



7919 



Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pcp700995182.hl 

BLASTX 

gl255448 

348 

3.0e-33 

88 

76 

(D50468) mitogen-activated protein kinase 
thaliana] 



[Arabidopsis 



48775 

pcp700995192.hl 

BLASTX 

g3928543 

175 

6.0e-13 

68 

50 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



48776 

pcp700995201.hl 

BLASTX 

gl076274 

215 

6.0e-18 

70 
61 

cucumisin (EC 3. 



4.21.25) precursor - muskmelon (fragment) 



48777 

pcp700995232.hl 

BLASTN 

g758249 

108 

5.0e-54 

124 

97 

P. vulgaris mRNA for plasma membrane H+ ATPase 
48778 

pcp700995248.hl 

BLASTX 

g4218122 

155 

7.0e-ll 

65 
49 

(AL035353) putative protein [Arabidopsis thaliana] 
48779 

pcp700995324.hl 

BLASTX 

g4006924 

414 

6.0e-41 



7920 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# • 

90 
81 

(Z99708) beta-galactosidase like protein [Arabidopsis 
thaliana] 

48780 

pcp700995361.hl 

BLASTX 

g2342682 

260 

6.0e-23 

61 

80 

(AC000106) Contains similarity to Rattus AMP-activated 
protein kinase (gb_X95577) . [Arabidopsis thaliana] 



48781 

pcp700995372.hl 

BLASTX 

g4468813 

156 

1.0e-10 

81 

38 

(AL035601) putative protein 



[Arabidopsis thaliana] 



48782 

pcp700995386.hl 

BLASTN 

g3695062 

36 

6.0e-ll 

137 

82 

Lotus japonicus rac GTPase activating protein 3 mRNA, 
partial cds 

48783 

pcp700995421.hl 

BLASTX 

g2664198 

182 

8.0e-14 

78 

29 

(AJ003215) GTL1 [Arabidopsis thaliana] 
48784 

pcp700995422.hl 

BLASTX 

g3668097 

258 

1.0e-22 

65 
80 

(AC004 667) putative glycine cleavage system protein H 
precursor [Arabidopsis thaliana] 

7921 





48785 


Seq. ID 


pcp700995427.hl 


Method 


BLASTN 


NCBI GI 


g2944388 


DT ,7\ CT 1 epAra 
.Dij.tt.Dl OUUlC 


JO 


Hi V CL -L Lit; 


j * uc xt. 


"N/T 4— l V-» T a « /~y 4— V-\ 






9R 

o 


"NT (~* T 1^ d a r> "v* i irv4" t y\ 
INL-JjX UcoLIipLlUIl 


VjXyOXIltJ 1LLCL2&. dU Llll *± ^OrlL^4 } LjCllC/ OUJULLyXo L» 


O " . LNU i 




Seq, ID 


nrr>700995435 hi 


Method 


BLASTX 


NCBI GI 


g3885341 


"RT.A^T q r'n-rp* 

LJlSt\tD 1 OL-ULC 


X V .7 


Hi V Ct X Lit: 




TwT 4- Vi 1 ^t , i/t+*V» 

JL v iaL,Cn ±eilyT_fl 


o z 


O XVJ.G11LX Lj/ 






\hL/UUjdzj; uiiKnown protexn [^raJ^xtiupoXo 


Q&rr No 






nrn7nn99S437 hi 

pt-piUUJJJ'iJ/ * 11X 


1*1 C; LllULl 


DT A^TY 

~ t iHQ J. 


IN ^JD X Ux 


rr4 1 974 61 


BLAST score 


171 


E value 


1.0e-12 


Match length 


45 


% identity 


71 


NCBI Description 


(AJ011674) receptor-like protein kinase, 




thaliana] 



RLK3 [Arabidopsi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48788 

pcp700995441.hl 

BLASTX 

g2832661 

305 

3.0e-28 

82 

74 

(AL021710) pherophorin - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48789 

pcp700995527.hl 

BLASTX 

gl345132 

135 

5.0e-18 

105 

29 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinas 
[Arabidopsis thaliana] >gi__3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 



Seq. No. 



48790 



7922 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pcp700995613.hl 

BLASTX 

g4006876 

150 

5.0e-10 

68 
51 

(299707) hypothetical protein [Arabidopsis thaliana] 
48791 

pcp700995616.hl 

BLASTN 

g20740 

58 

5.0e-24 

175 

89 

Pisum sativum mRNA for P protein, a part of glycine 
cleavage complex 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



48792 

pcp700995621.hl 

BLASTX 

gl680686 

184 

5.0e-14 

86 

43 

(U51330) rust resistance 



kinase LrlO [Triticum aestivum] 



48793 

pcp700995681.hl 

BLASTN 

g20620 

46 

4.0e-17 

110 

85 

Pea mRNA for the 33kDa polypeptide of the water-oxidizing 
complex of photosystem II 

48794 

pcp700995741.hl 

BLASTN 

g669002 

150 

3.0e-79 

162 

98 

Glycine max calnexin mRNA, complete cds 
48795 

pcp700995744.hl 

BLASTX 

g3142303 

394 

1.0e-38 



7923 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



85 
92 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L4937 9 from Rattus norvegicus. 
[Arabidopsis thaliana] 



48796 

pcp700995752.hl 

BLASTX 

g629875 

218 

3.0e-18 

64 

66 

hypothetical 71. 9K protein, LIM18 



Trumpet lily 



48797 

pcp700995857.hl 

BLASTX 

g3395439 

149 

5.0e-10 

38 
79 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
48798 

pcp700995881.hl 

BLASTX 

g3386596 

349 

2.0e-33 

79 

86 

(AC004665) unknown protein [Arabidopsis thaliana] 
>gi_3702346 (AC005397) unknown protein [Arabidopsis 
thaliana] 

48799 

pmv700888113.hl 

BLASTX 

g2947063 

231 

1.0e-19 

84 

21 

(AC002521) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

48800 

pmv700888142.hl 

BLASTX 

g4263820 

156 

8.0e-ll 
79 



7924 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



39 

(AC006067) 



hypothetical protein [Arabidopsis thaliana] 



48801 

pmv700888153.hl 

BLASTX 

gl076755 

190 

9.0e-15 

46 
74 

protein kinase - 
[Oryza sativa] 



rice >gi_450300 (L27821) protein kinase 



48802 

pmv700888167.hl 

BLASTX 

g3941468 

373 

3.0e-36 

75 
91 

(AF062888) putative transcription factor [Arabidopsis 
thaliana] 

48803 

pmv700888190.hl 

BLASTX 

g584825 

324 

2.0e-30 

70 

84 

B2 PROTEIN >gi_322726__pir S32124 B2 protein - carrot 

>gi_297889_emb_CAA51078_ (X72385) B2 protein [Daucus 
carota] 

48804 

pmv700888282.hl 

BLASTX 

gl!70567 

131 

1.0e-10 

65 

62 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir S52648 INOl protein - Citrus paradisi 

>gi_602565__emb_CAA83565_ (Z32632) INOl [Citrus x paradisi] 

48805 

pmv700888294.hl 

BLASTX 

g4432841 

110 

4.0e-10 

80 
42 



7925 



NCBI Description (AC006283) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48806 

pmv700888346.hl 

BLASTX 

g4006886 

340 

2 . Oe-32 

81 

78 

(Z99708) putative protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



48807 

pmv700888356.hl 

BLASTX 

g2618696 

246 

2.0e-21 

70 

64 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
48808 

pmv700888376.hl 

BLASTX 

g3128168 

241 

8.Ge-21 

62 
69 

(AC004 521) putative carboxyl- terminal peptidase 
[Arabidopsis thaliana] 

48809 

pmv700888387.hl 

BLASTX 

gl944575 

360 

9.0e-35 

80 

82 

(Z94058) pectinesterase [Lycopersicon esculentum] 
48810 

pmv700888431.hl 

BLASTX 

g4567278 

238 

2.0e-20 

51 

94 

(AC006841) putative anthracycline associated resistance ARX 
protein [Arabidopsis thaliana] 

48811 

pmv700888487.hl 
BLASTX 



7926 



NCBI GI 

BLAST score 

E value 

Match length " 

% identity 

NCBI Description 



g3702335 
256 

1.0e-22 

65 
69 

(AC005397) 
thaliana] 



putative DNA binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



48812 

pmv700888516.hl 

BLASTN 

g2970446 

132 

1.0e-68 

132 

100 

Glycine max aspartokinase-homoserine dehydrogenase 
(AK-HSDH) mRNA, complete cds 

48813 

pmv700888548.hl 

BLASTX 

gl469943 



cationic amino acid transporter-1 [Cricetulus 



BLAST score 


129 


E value 


1.0e-10 


Match length 


80 


% identity 


44 


NCBI Description 


(U49797) cationic 




griseus] 


Seq. No. 


48814 


Seq. ID 


pmv700888563.hl 


Method 


BLASTX 


NCBI GI 


g2760321 


BLAST score 


241 


E value 


1.0e-20 


Match length 


84 


% identity 


62 


NCBI Description 


(AC002130) F1N21. 


Seq. No. 


48815 


Seq. ID 


pmv700888578.hl 


Method 


BLASTN 


NCBI GI 


g4098318 


BLAST score 


139 


E value 


2.0e-72 


Match length 


243 


% identity 


89 


NCBI Description 


Triticum aestivum 


Seq. No. 


48816 


Seq. ID 


pmv700888583.hl 


Method 


BLASTX 


NCBI GI 


g4455340 


BLAST score 


184 


E value 


4.0e-14 


Match length 


45 



1 (tubbl) mRNA, complete cds 



7927 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

(AL035522) putative protein [Arabidopsis thaliana] 
48817 

pmv700888617.hl 

BLASTN 

g684941 

38 

3.0e-12 

98 
85 

Medicago sativa S-adenosyl-L-methionine : trans-caff eoy] 
3-0-methyltransf erase (CCOMT) mRNA, complete cds 

48818 

pmv700888623.hl 

BLASTN 

g3021374 

132 

2.0e-68 

147 

98 

Glycine max mRNA for profilin, PR01 
48819 

pmv700888629.hl 

BLASTX 

g2982434 

220 

2.0e-18 

59 

71 

(AL022224) putative protein [Arabidopsis thaliana] 
48820 

pmv700888648.hl 

BLASTX 

g3367593 

139 

5.0e-09 

44 

59 

(AL031135) putative protein [Arabidopsis thaliana] 
>gi_3805841_emb_CAA21461_ (AL031986) putative protein 
[Arabidopsis thaliana] 

48821 

pmv700888742.hl 

BLASTX 

g3688186 

137 

1.0e-08 

72 
39 

(AL031804) putative protein [Arabidopsis thaliana] 



Seq. No. 



48822 



7928 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pmv700888745.hl 

BLASTX 

g3559816 

332 

2.0e-31 

77 

84 

(Y15782) transketolase 2 [Capsicum annuum] 
48823 

pmv700888749.hl 

BLASTX 

g3212869 

162 

1.0e-ll 

34 
88 

(AC004005) unknown protein [Arabidopsis thaliana] 



48824 

pmv700888762.hl 

BLASTX 

g3341443 

172 

9.0e-13 

69 
52 

(AJ223074) acid phosphatase 



[Glycine max] 



48825 

pmv700888773.hl 

BLASTN 

g2218151 

119 

1.0e-60 

215 
89 

Vigna unguiculata type Ilia membrane protein cp-wapl3 mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48826 

pmv700888779.hl 

BLASTX 

g2506139 

277 

4.0e-25 

77 

71 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) 
(ARCHAIN) >gi_1314049_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



DELTA- COP) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



48827 

pmv700888780.hl 

BLASTX 

g4160292 

136 



7929 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



4.0e-14 

76 
54 

(Y18209) alpha-N-acetylglucosaminidase [Nicotiana tabacum] 
48828 

pmv700888874.hl 

BLASTN 

g984307 

47 

1.0e-17 

79 
94 

Glycine max ribosomal protein SI 6 (rpsl6) gene, partial 
cds, beta-carboxyltransf erase (accD) , photosystem I 
component (psal) , ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 

48829 

pmv700888877.hl 

BLASTX 

g2914703 

231 

1.0e-19 

76 
55 

(AC003974) unknown protein [Arabidopsis thaliana] 
48830 

pmv700888886.hl 

BLASTX 

g3785995 

278 

3.0e-25 

77 
75 

(AC005499) unknown protein [Arabidopsis thaliana] 
48831 

pmv700888893.hl 

BLASTX 

g2388689 

136 

6.0e-19 

58 

84 

(AF016633) GH1 protein [Glycine max] 
48832 

pmv700888904.hl 

BLASTX 

g3608479 

216 

9.0e-18 

44 
93 



7930 



NCBI Description (AF088912) ribosomal protein L15 [Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48833 

pmv700888959.hl 

BLASTX 

gll70603 

141 

5.0e-09 

78 

40 

PROBABLE SERINE/THREONINE-PROTEIN C2F7.03C 

>gi_2130372__pir S58147 hypothetical protein SPAC2F7.03c 

fission yeast (Schizosaccharomyces pombe) 
>gi_1052786_emb_CAA90490_ (Z50142) protein kinase 
[Schizosaccharomyces pombe] 



Seq* No. 


A O O O A 

48834 


seq. ID 


pmv /OUooyOUz. nl 


Method 


BLASTX 


NCBI GI 


gZ J049 / I 


BLAST score 


239 


E value 


1.0e-20 


Match length 


78 


% identity 


by 


NCBI Description 


(U82828) ATM [Homo sapiens] 


Seq, No. 


48835 


Seq. ID 


pmv700889004.hl 


Method 


BLASTN 


NCBI GI 


g3493646 


BLAST score 


36 


E value 


5.0e-ll 


Match length 


56 


% identity 


91 


NCBI Description 


Pimpinella brachycarpa tran 




mRNA, complete cds 


Seq. No. 


48836 


Seq. ID 


pmv700889069.hl 


Method 


BLASTX 


NCBI GI 


g4218010 


BLAST score 


164 


E value 


8.0e-12 


Match length 


42 


% identity 


74 



(MADS1) 



NCBI Description 



(AC006135) putative sugar transporter [Arabidopsis 
thaliana] >gi_4 309720_gb_AAD154 90_ (AC006439) putative 
sugar transporter [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



48837 

pmv700889120.hl 

BLASTX 

g3176726 

427 

2.0e-42 

89 

82 



7931 



NCBI Description 



(AC002392) 
thaliana] 



putative serine proteinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48838 

pmv700889141.hl 

BLASTX 

g3482924 

223 

1.0e-18 

76 
59 

(AC003970) Highly similar to cinnamyl alcohol 
dehydrogenase, gi_1143445 [Arabidopsis thaliana] 

48839 

pmv700889153.hl 

BLASTX 

g4572671 

206 

1.0e-16 

90 
52 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

48840 

pmv700889173.hl 

BLASTX 

g3367537 

367 

2.0e-35 

87 

78 

(AC004392) Contains similarity to ANK repeat region of 
Fowlpox virus BamHI-orf7 protein homolog C18F10.7 gi__485107 
from Caenorhabditis elegans cosmid gb_U0004 9. This gene is 
continued from unannotated gene on BAC F19K23 gb_AC000375. 

[Arabid 



Seq. No. 


48841 


Seq. ID 


pmv700889238.hl 


Method 


BLASTX 


NCBI GI 


g2864625 


BLAST score 


346 


E value 


4.0e-33 


Match length 


77 


% identity 


79 


NCBI Description 


(AL021811) putative 


Seq. No. 


48842 


Seq. ID 


pmv700889249.hl 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


111 


E value 


9.0e-56 


Match length 


183 


% identity 


91 



7932 



NCBI Description 



G.max tefSl gene for elongation factor EF-la 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48843 

pmv700889271.hl 

BLASTN 

g20412 

81 

7.0e-38 

161 

88 

P.amygdalus mRNA for alpha-tubulin 
48844 

pmv700889272.hl 

BLASTX 

g3924615 

212 

2.0e-17 

62 

61 

(AF069442) hypothetical protein [Arabidopsis thaliana] 
48845 

pmv700889279.hl 

BLASTX 

gl354510 

221 

1.0e-18 

70 

59 

(U55205) HAL2-like protein [Arabidopsis thaliana] 
48846 

pmv700889289.hl 

BLASTN 

g3869065 

43 

3.0e-15 

95 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K24M7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



48847 

pmv700889335.hl 

BLASTX 

g4567316 

177 

2.0e-13 

47 

70 

(AC005956) hypothetical protein 
48848 

pmv700889362.hl 

BLASTX 

g4572674 



[Arabidopsis thaliana] 



7933 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191 

7.0e-20 

54 

87 

(AC006954) unknown protein [Arabidopsis thaliana] 



48849 

pmv700889365.hl 

BLASTX 

gl076402 

269 

5.0e-24 

64 

70 

S-like ribonuclease 



RNS2 - Arabidopsis thaliana 



48850 

pmv700889422.hl 

BLASTX 

g4539009 

168 

3.0e-12 

81 

49 

(AL049481) putative protein [Arabidopsis thalianal 
48851 

pmv700889495.hl 

BLASTX 

g2702277 

210 

3.0e-17 

62 
56 

(AC003033) putative cyclin g-associated kinase [Arabidopsis 
thaliana] >gi_2914689 (AC003974) putative cyclin 
g-associated kinase [Arabidopsis thaliana] 

48852 

pmv700889518.hl 

BLASTX 

g3107931 

229 

2.0e-19 

84 
55 

(AB013353) UDP-glucose pyrophosphorylase [Pyrus pyrifolia] 
48853 

pmv700889528.hl 

BLASTN 

gl638836 

102 

2.0e-50 

198 

88 

H.vulgare mRNA for alpha-tubulin 



7934 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



48854 

pmv700889549.hl 

BLASTX 

g2558654 

310 

6.0e-29 

74 

76 

(AC002354) No definition line found [Arabidopsis thaliana] 



48855 

pmv700889571.hl 

BLASTN 

g2921511 

53 

4.0e-21 

69 

94 

Fritillaria agrestis GF14 protein 



(GRF) mRNA, complete cds 



48856 

pmv700889580.hl 

BLASTX 

g3668097 

178 

2.0e-13 

44 

73 

(AC004667) putative glycine cleavage system protein H 
precursor [Arabidopsis thaliana] 

48857 

pmv700889688.hl 

BLASTX 

g2129473 

173 

8.0e-13 

69 

48 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 

48858 

pmv700889724.hl 

BLASTN 

g2961297 

38 

3.0e-12 

148 

82 

Cicer arietinum mRNA for unidentified protein 
48859 

pmv700889759.hl 

BLASTX 

g4206789 



7935 



BLAST score 


• • 

310 


E value 


o . Ue-2y 


Match length 


71 


% identity 


Q R 
OJ 


NCBI Description 


(AF112864) syntaxin-related protein At-SYRl 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48860 

prtiv700889784.hl 

BLASTX 

g2673906 

230 

1.0e-19 

68 

71 

(AC002561) putative DNA polymerase delta small subunit 
[Arabidopsis thaliana] 

48861 

pmv700889788.hl 

BLASTX 

g3395440 

155 

7.0e-ll 

68 

43 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
48862 

pmv700889792.hl 

BLASTN 

gl70050 

111 

8.0e-56 

191 

90 

Soybean pyruvate kinase mRNA, complete cds 
48863 

pmv700889810.hl 

BLASTX 

g4567289 

172 

9.0e-13 

77 

57 

(AC006841) hypothetical protein [Arabidopsis thaliana] 
48864 

pmv700889819.hl 

BLASTX 

g3176874 

199 

6.0e-16 

76 

46 

(AF065639) cucumi sin- like serine protease [Arabidopsis 



7936 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



48865 

pmv700889934.hl 

BLASTN 

g558542 

85 

3.0e-40 

235 

88 

G.max (Evans) mRNA 



for zinc-finger protein (C-terminal) 



48866 

pmv700889944.hl 

BLASTX 

g4467124 

156 

7.0e-ll 

61 

54 

(AL035538) hypothetical protein 



48867 

pmv700889956.hl 

BLASTX 

g2213602 

177 

2.0e-13 

62 
61 

(AC000348) T7N9. 



[Arabidopsis thaliana] 



22 [Arabidopsis thaliana] 



48868 

pmv700889982.hl 

BLASTX 

g2978452 

253 

2.0e-22 

72 

65 

(AE001274) MCAK; 



L549.3 [Leishmania major] 



48869 

pmv700890029.hl 

BLASTX 

g2129953 

264 

2.0e-23 

78 

82 

laccase (EC 1.10.3.2) - common tobacco >gi_1685087 
diphenol oxidase [Nicotiana tabacum] 

48870 

pmv700890033.hl 

BLASTX 

g4512624 



(U43542) 



7937 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



393 

1.0e-38 

80 
91 

(AC004793) Strong similarity to gi_3033401 F19I3.29 
putative potassium transporter from Arabidopsis thaliana 
BAG gb_AC004238 

48871 

pmv700890057.hl 

BLASTX 

g2244988 

205 

1.0e-16 

69 

61 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
48872 

pmv700890079.hl 

BLASTN 

gll43510 

39 

4.0e-13 

59 
93 

M.domestica Borkh mRNA for serine/ threonine protein 
phosphatase (PPX) 

48873 

pmv700890165.hl 

BLASTX 

g4325282 

157 

6.0e-ll 

62 

50 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 

48874 

pmv700890167.hl 

BLASTX 

gl871577 

227 

4.0e-19 

55 
78 

(Y11553) putative 21kD protein precursor [Medicago sativa] 
48875 

pmv700890182.hl 

BLASTX 

g3688123 

149 

5.0e-10 



7938 



Match length 

% identity 

NCBI Description 



40 
70 

(AJ006293) 
ma jus] 



granule-bound starch synthase [Antirrhinum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48876 

pmv700890204.hl 

BLASTX 

g2280530 

255 

1.0e-31 

78 

82 

(AB005889) ATMYB4 



[Arabidopsis thaliana] 



Seq. No. 


48877 


Seq. ID 


pmv700890222.hl 


Method 


BLASTX 


NCBI GI 


g3176098 


BLAST score 


274 


E value 


1.0e-24 


Match length 


67 


% identity 


81 


NCBI Description 


(Y15036) annexin [Medicago truncatula] 


Seq. No. 


48878 


Seq. ID 


pmv700890244.hl 


Method 


BLASTX 


NCBI GI 


gl26932 


BLAST score 


139 


E value 


7.0e-09 


Match length 


47 


% identity 


24 


NCBI Description 


MULTIDRUG RESISTANCE PROTEIN 3 ( P-GLYCOPROTEIN 



>gi_72473_pir DVHU3 multidrug resistance protein 3 - human 

>gi_307181 (M23234) P-glycoprotein [Homo sapiens] 
>gi_4505771_ref_NP_000434.1_pPGY3_ P glycoprotein 
3/multiple drug resistance 



Seq. No. 


48879 




Seq. ID 


pmv700890294 


.hi 


Method 


BLASTX 




NCBI GI 


g3176098 




BLAST score 


216 




E value 


6.0e-18 




Match length 


54 




% identity 


76 




NCBI Description 


(Y15036) annexin 


Seq. No. 


48880 




Seq. ID 


pmv700890304 


.hi 


Method 


BLASTX 




NCBI GI 


g4263795 




BLAST score 


320 




E value 


5.0e-30 




Match length 


86 




% identity 


71 





7939 



NCBI Description (AC006068) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 


48881 


Seq. ID 


pmv700890371.hl 


LYiernou 


rSliiio 1IM 




giozoi ou 


BLAST score 


A O 

4o 


E value 


4 * ue i o 


Match length 


11/- 

116 


% identity 


94 


jniljdX Description 


Phaseolus vulgaris dehydrin mRNA, complete 


Seq. No. 


48882 


Seq. ID 


pmv700890393.hl 




DT 7A OTM 
tSliiib i N 




gio / d4 


BLAST score 




Hj vdiUc 


4 Ho— 91 

*± • ue z j. 


Match length 


I 1 T 

II / 


-s identity 


(1 1 

91 


jnljdi Description 


G.max tefSl gene for elongation factor EF- 


Seq. No. 


48883 


Seq. ID 


pmv700890404.hl 


Method 


BLASTX 


NCBI GI 


gzzloo94 


BLAST score 


184 


E value 


d . Ue-24 


Match length 


68 


% identity 


75 


NCBI Description 


(AC000348) T7N9.14 [Arabidopsis thaliana] 


Seq. No. 


/! O O O A 


Seq. ID 


pmv700890416.hl 


Method 


BLASTN 


JMUbl GI 


goZ3 /oUo 


nJjAoi score 


j4 


E value 


r\ r\ „ in 

9 . Oe-10 


Match length 


oU 


% identity 


45 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC 




(ESSAII project) 


Seq. No. 


48885 


Seq. ID 


pmv700890474.hl 


Method 


BLASTN 


NCBI GI 


g3702738 


BLAST score 


36 


E value 


5.0e-ll 


Match length 


84 


% identity 


86 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, 
MWJ3, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 



48886 

pmv700890485.hl 



7940 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2827143 

189 

2.0e-15 

48 

92 

(AF027174) 



cellulose synthase catalytic subunit 



[Arabidopsis thaliana] 



Seq. No. 48887 

Seq. ID pmv700890518.hl 

Method BLASTX 

NCBI GI g2104535 

BLAST score 336 

E value 6.0e-32 

Match length 79 

% identity 80 

NCBI Description (AF001308) T10M13.13 [Arabidopsis thaliana] 

Seq. No. 48888 

Seq. ID pmv700890520.hl 

Method BLASTX 

NCBI GI g3249111 

BLAST score 164 

E value 9.0e-12 

Match length 78 

% identity 18 

NCBI Description (AC003114) T12M4.7 [Arabidopsis thaliana] 

Seq. No. 48889 

Seq. ID pmv700890566.hl 

Method BLASTX 

NCBI GI gl706958 

BLAST score 145 

E value 1.0e-09 

Match length 42 

% identity 71 

NCBI Description (U58284) cellulose synthase [Gossypium hirsutum] 

Seq. No. 48890 

Seq. ID pmv700890610.hl 

Method BLASTX 

NCBI GI gl369852 

BLAST score 357 

E value 2.0e-34 

Match length 80 

% identity 90 

NCBI Description (L46702) kinesin heavy chain-like protein [Solanum 
tuberosum] 



Seq. No. 48891 

Seq. ID pmv700890635.hl 

Method BLASTN 

NCBI GI gl638836 

BLAST score 103 

E value 6.0e-51 

Match length 203 



7941 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

H. vulgare mRNA for alpha-tubulin 
48892 

pmv700890670.hl 

BLASTN 

g207024 

117 

I. 0e-59 
129 

98 

Rat preprosomatostatin complete gene and 5 1 



flank 



48893 

pmv700890722.hl 

BLASTX 

g419760 

367 

1.0e-35 

80 
84 

P-glycoprotein atpgpl - Arabidopsis thaliana 
>gi_384 9833_emb_CAA43646_ (X61370) P-glycoprotein 
[Arabidopsis thaliana] 

48894 

pmv700890728.hl 

BLASTN 

gll43510 

81 

8.0e-38 

145 

89 

M.domestica Borkh mRNA for serine/threonine protein 
phosphatase (PPX) 

48895 

pmv700890731.hl 

BLASTX 

g3834317 

390 

3.0e-38 

82 

91 

(AC005679) Similar to CDC16 protein gb_U18291 (CDC16Hs) 
from Homo sapiens. [Arabidopsis thaliana] 

48896 

pmv700890788.hl 

BLASTX 

g4006867 

148 

6.0e-10 

59 
46 

(Z99707) putative protein [Arabidopsis thaliana] 



7942 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



48897 

pmv700890867.hl 

BLASTX 

g2129953 

310 

6.0e-29 

75 

76 

laccase (EC 1.10, 
diphenol oxidase 



3.2) - common tobacco 
[Nicotiana tabacum] 



>gi 1685087 (U43542) 



48898 

pmv700890873.hl 

BLASTX 

g3559805 

298 

1.0e-27 

69 

68 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 

48899 

pmv700890908.hl 

BLASTN 

g871505 

58 

4.0e-24 

86 

92 

P. sativum mRNA for small GTP-binding protein (clone pGTPll) 
48900 

pmv700890922.hl 

BLASTX 

g2598575 

274 

1.0e-24 

78 

73 

(Y15293) MtN21 [Medicago truncatula] 
48901 

pmv700890930.hl 

BLASTX 

g2244949 

271 

3.0e-24 

72 

75 

(Z97339) similarity to ORF 
[Arabidopsis thaliana] 

48902 

pmv700891007.hl 
BLASTX 
g4263522 



Lilium longif lorum 



7943 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



139 

9.0e-09 

87 

24 

(AC004044) hypothetical protein [Arabidopsis thaliana] 
48903 

pmv700891015.hl 

BLASTX 

g3080412 

166 

7.0e-12 

71 
39 

(AL022604) putative protein [Arabidopsis thaliana] 
48904 

pmv700891057.hl 

BLASTX 

gl32944 

163 

1.0e-ll 

55 

58 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 

48905 

pmv700891091.hl 

BLASTX 

g2275210 

150 

5.0e-10 

78 

47 

(AC002337) peptidyl-prolyl cis-trans isomerase isolog 
[Arabidopsis thaliana] 

48906 

pmv700891119.hl 

BLASTX 

g2062421 

434 

2.0e-43 

81 

91 

(U82123) expansin [Lycopersicon esculentum] 
48907 

pmv700891141.hl 

BLASTN 

gl946328 

59 

1.0e-24 

170 

84 



7944 



NCBI Description Nicotiana tabacum prohibitin mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48908 

pmv700891167.hl 

BLASTN 

g4324966 

174 

2.0e-93 

174 

100 

Glycine max ADP-ribosylation factor mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ' 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48909 

pmv700891172.hl 

BLASTN 

g255576 

46 

5.0e-17 

130 

84 

small auxin up RNA gene cluster: orf 6B [Glycine 
max=soybeans, cv. Wayne, Genomic, 665 nt] 

48910 

pmv700891179.hl 

BLASTX 

g3885334 

239 

1.0e-20 

75 

61 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48911 

pmv700891275.hl 

BLASTN 

g3212102 

61 

7.0e-26 

209 

82 

Arabidopsis Thaliana BAG F6A4, Chromosome IV, near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

48912 

pmv700891291.hl 

BLASTX 

g4314370 

278 

2.0e-28 

83 
73 

(AC006340) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



48913 

pmv700891350.hl 



7945 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

gl522681 

187 

2.0e-14 

68 

49 

(U49240) 
(Y10931) 



symplekin [Homo sapiens] >gi_2143262_emb__CAA718 61_ 
symplekin [Homo sapiens] 



48914 

pmv700891363.hl 

BLASTN 

gl326160 

36 

5.0e-ll 

36 
100 

Phaseolus vulgaris dehydrin mRNA, complete cds 
48915 

pmv700891386.hl 

BLASTX 

g3560529 

271 

2.0e-24 

62 

84 

(AF039598) light harvesting chlorophyll A/B binding protein 
[Prunus persica] 



48916 

pmv700891389.hl 

BLASTX 

g2789660 

274 

1.0e-24 

74 

72 

(AF040102) pl05 



[Arabidopsis thaliana] 



48917 

pmv700891392.hl 

BLASTN 

g2687432 

41 

5.0e-14 

41 

100 

Plumbago auriculata large subunit 26S ribosomal RNA gene, 
partial sequence 

48918 

pmv700891411.hl 

BLASTX 

g2245012 

225 

6.0e-27 



7946 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 
76 

(Z97341) hypothetical protein [Arabidopsis thaliana] 
48919 

pmv700891438.hl 

BLASTX 

g3075390 

323 

2.0e-30 

83 

73 

(AC004484) protein kinase ARSK1 [Arabidopsis thaliana] 
48920 

pmv700891439.hl 

BLASTX 

g4559353 

256 

1.0e-22 

77 
66 

(AC006585) putative extragenic suppressor protein 
[Arabidopsis thaliana] 

48921 

pmv700891464.hl 

BLASTX 

g3096947 

223 

8.0e-19 

52 

77 

(Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 

48922 

pmv700891485.hl 

BLASTX 

g3831463 

156 

8.0e-ll 

62 
53 

(AC005700) unknown protein [Arabidopsis thaliana] 
48923 

pmv700891492.hl 

BLASTN 

gl399304 

44 

1.0e-15 

132 

84 

Glycine max phosphoinositide-specif ic phospholipase C P13 
mRNA, complete cds 



7947 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48924 

pmv700891516.hl 

BLASTX 

g!723801 

145 

1.0e-09 

57 

18 

HYPOTHETICAL REGULATORY PROTEIN IN PDR6-PDR1 INTERGENIC 

REGION >gi_2133049j?ir S64016 probable regulatory protein 

YGL014w - yeast (Saccharomyces cerevisiae) 
>gi_1322473_emb_CAA96714_ (Z72536) ORF YGL014w 
[Saccharomyces cerevisiae] 



Seq. No. 


48925 


Seq. ID 


pmv700891595.hl 


Method 


BLASTX 


NCBI GI 


g2760839 


BLAST score 


251 


E value 


5.0e-22 


Match length 


73 


% identity 


67 


NCBI Description 


(AC003105) putative receptor kinase 


Seq. No. 


48926 


Seq. ID 


pmv700891610.hl 


Method 


BLASTN 


NCBI GI 


g20061 


BLAST score 


56 


E value 


6.0e-23 


Match length 


112 


% identity 


88 


NCBI Description 


Oenothera elata subsp. hookeri mRNA 



inhibitor homologue 



for protein kinase C 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48927 

pmv700891629.hl 

BLASTX 

g4567305 

244 

3.0e-21 

77 
55 

(AC005956) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48928 

pmv700891638.hl 

BLASTN 

g496493 

78 

4.0e-36 

214 

84 

P. sativum (Rosakrone) mRNA for nonphosphorylating, 
NADP-specific, glyceraldehyde-3-phosphate dehydrogenase 



Seq. No. 



48929 



7948 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pmv700891640.hl 

BLASTX 

g3785977 

289 

2.0e-26 

73 

71 

(AC005560) putative growth regulator protein [Arabidopsis 
thaliana] 

48930 

pmv700891669.hl 

BLASTX 

g3287695 

249 

8.0e-22 

50 

94 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48931 

pmv700891729.hl 

BLASTX 

g3121917 

183 

5.0e-14 

73 
44 

COCKAYNE SYNDROME WD-REPEAT PROTEIN CSA 

>gi_1362773_pir A57090 CSA protein - human >gi__975302 

(U28413) CSA protein [Homo sapiens] 

>gi__45574 67_ref_NP_000073.1_pCKNl_ Cockayne syndrome 1 
protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48932 

pmv700891738.hl 

BLASTX 

g3746059 

137 

1.0e-08 

50 
54 

(AC005311) putative cysteinyl-tRNA synthetase 
thaliana] >gi_4432812_gb_AAD20662 (AC006593) 



cysteinyl-tRNA synthetase [Arabidopsis thaliana] 
48933 

pmv700891793.hl 

BLASTX 

g4335773 

171 

1.0e-12 

66 
61 

(AC006284) unknown protein [Arabidopsis thaliana] 



[Arabidopsis 
putative 



7949 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No 
Seq. ID 
Method 
NCBI GI 



48934 

pmv700891795.hl 

BLASTX 

g3269298 

226 

3.0e-19 

72 
57 

(AL03Q978) myosin heavy chain - 
thaliana] 



like protein [Arabidopsis 



48935 

pmv700891807.hl 

BLASTN 

gl9272 

133 

8.0e-69 

185 
93 

Tomato LeEF-1 mRNA for elongation factor 1 alpha 
48936 

pmv700891847.hl 

BLASTX 

g2213594 

186 

3.0e-14 

84 
45 

(AC000348) T7N9.14 [Arabidopsis thaliana] 
48937 

pmv700891856.hl 

BLASTN 

g2224730 

94 

1.0e-45 

243 

91 

Vigna radiata mRNA for Aux22d, complete cds 
48938 

pmv700891875.hl 

BLASTN 

g4510323 

63 

4.0e-27 

155 

85 

Arabidopsis thaliana BAC T7B11 from chromosome IV near 10 
cM, complete sequence 

48939 

pmv700891892.hl 

BLASTX 

g4567245 



7950 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



302 

7.0e-28 

84 

69 

(AC007070; 



unknown protein [Arabidopsis thaliana] 



48940 

pmv700891937.hl 

BLASTX 

g3395938 

173 

5.0e-13 

40 

80 

(AF076924) polypyrimidine tract-binding protein homolog 
[Arabidopsis thaliana] 

48941 

pmv700891969.hl 

BLASTN 

gl8764 

233 

1.0e-128 

240 
100 

G.max tefSl gene for elongation factor EF-la 
48942 

pmv700891971.hl 

BLASTX 

gl498120 

163 

2.0e-16 

65 

75 

(D85416) sulfate transporter [Arabidopsis thaliana] 
48943 

pmv700892119.hl 

BLASTN 

g296444 

239 

1.0e-132 

246 
100 



NCBI Description G.max ADR6 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48944 

pmv700892145.hl 

BLASTX 

g2633047 

165 

7.0e-12 

69 

45 

(Z99107) similar to metabolite transporter [Bacillus 
subtilis] >gi_2633058 emb CAB12563 (Z99108) similar to 



7951 



metabolite transporter [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48945 

pmv700892242.hl 

BLASTX 

g4512685 

341 

2.0e-32 

80 

80 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


48946 


Seq. ID 


pmv700892295.hl 


Method 


T3T 7\ C 1 T>V 
bliAb 1 A 




_0 a C. O A O C 


BLAST score 


183 


E value 


0 . Ue-14 


Match length 


78 


% identity 


45 


NCBI Description 


(X93209) NRD1 convertase [ 


Seq. No. 


48947 


Seq. ID 


pmv700892334.hl 


Method 


BLASTX 


KFPRT (ZT 
LN^JjJ. OX 


go^4z / Uo 


BLAST score 


342 


E value 


1.0e-32 


Match length 


85 


% identity 


74 


NCBI Description 


(AC003040) putative serine 




[Arabidopsis thaliana] 


Seq. No. 


48948 


Seq. ID 


pmv700892402.hl 


Method 


BLASTN 


NCBI GI 


gl70071 


BLAST score 


159 


E value 


2.0e-84 


Match length 


167 


% identity 


99 


NCBI Description 


Soybean calmodulin (SCaM-2 


Seq. No. 


48949 


Seq. ID 


pmv700892459.hl 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



mRNA, complete cds 



BLASTX 

g2827143 

205 

1.0e-16 

47 
81 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No, 



48950 



7952 



oeq. iu 


pin. v / uuoi?z^±ou . n i 


lit- UllvJvJ. 


DJ_Lrt.O 1 LN 


NCBI GI 


g257814 


BLAST score 


73 


E value 




jyLai.cn lenytn 


1 Q1 
lb I 


-s identity 


O C 

00 


inudx uescripuion 


phenylalanine ammonia - lyase 


oeq. NO. 


4o yoi 


oeq. iu 


pniv / uuo yz jj o . ni 






NCBI GI 


g3080428 


BLAST score 


199 


E value 


o . ue-lo 


Match length 


00 


-6 identity 


oO 


NCBI Description 


(fiiiuzz ou 4 j putauive protein 


Seq. No. 


>l ft AJT A 

48952 


oeq. iu 


pmv / uuo yzoou . ni 




"DT ZiCTV 




rr^l ft ?f}fifi 
y jio juoo 


BLAST score 


146 


E value 


1.0e-09 


Match length 


58 


% identity 


53 


NCBI Description 


PROBABLE NONSPECIFIC LIPID- 



[soybeans, mRNA f 1427 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



(LTP) >gi_629658_pir S47084 lipid transfer like protein 

cowpea >gi_4 99034__emb_CAA56113_ (X7 9604) lipid transfer 
like protein [Vigna unguiculata] 

48953 

pmv700892556.hl 

BLASTX 

g3286691 

139 

8.0e-09 

41 

61 

(AJ007450) auxilin-like protein [Arabidopsis thaliana] 
48954 

pmv700892647.hl 

BLASTN 

g975887 

46 

5.0e-17 

82 
89 

Mesembryanthemum crystallinum myo-inositol-l-phosphate 
synthase mRNA, complete cds 

48955 

pmv700892686.hl 

BLASTX 

g4490737 



7953 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



154 

9.0e-ll 

47 

64 

(AL035708) putative protein [Arabidopsis thaliana] 
48956 

pmv700892690.hl 

BLASTX 

g3193320 

240 

8.0e-21 

67 
66 

(AF069299) contains similarity to the subtilase family of 
serine proteases (Pfam: subtilase .hmm, score: 47.57); 
strong similarity to Cucumis melo (muskmelon) cucumisin 
(GB:D32206) [Arabidopsis thaliana] 

48957 

pmv700892694.hl 

BLASTN 

g20740 

44 

8.0e-16 



88 

Pisum sativum mRNA for P protein, 
cleavage complex 



a part of glycine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48958 

pmv700892712.hl 

BLASTX 

g2673917 

230 

2.0e-19 

85 

56 

(AC002561) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



48959 

pmv700892744.hl 

BLASTN 

g4324966 

188 

l.Oe-lGl 

188 
100 

Glycine max ADP-ribosylation factor mRNA, partial cds 
48960 

pmv700892840.hl 

BLASTN 

g2961297 

35 

2.0e-10 



7954 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 
87 

Cicer arietinum mRNA for unidentified protein 
48961 

pmv700892909.hl 

BLASTN 

g3462613 

53 

4.0e-21 

117 

86 

Pisum sativum knotted I class home o domain protein (Kn284) 
mRNA, partial cds 

48962 

pmv700893014.hl 

BLASTX 

g2316016 

229 

2.0e-19 

79 

68 

(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 
48963 

pmv700893036.hl 

BLASTX 

g4572669 

386 

9.0e-38 

85 
85 

(AC006954) putative glucosyltransf erase [Arabidopsis 
thaliana] 

48964 

pmv700893040.hl 

BLASTX 

g4544399 

314 

3.0e-29 

83 

70 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

48965 

pmv700893073.hl 

BLASTX 

g3158476 

297 

2.0e-27 

70 

84 

(AF067185) aquaporin 2 [Samanea saman] 



7955 



# 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48966 

pmv700893159.hl 

BLASTN 

g2935415 

55 

2.0e-22 

207 
85 

Betula pendula isoflavone reductase homolog mRNA, complet 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



48967 

pmv700893220.hl 

BLASTX 

g2130080 

238 

2.0e-20 

59 

85 

Nrampl protein - rice >gi_1470320_bbs_177441 (S81897) 
OsNrampl=Nrampl homolog/Bcg product homolog [Oryza sativa 
indica, cv. IR 36, etiolated shoots, Peptide, 517 aa] 
[Oryza sativa] >gi_2231132 (L41217) integral membrane 
protein [Oryza sativa] 

48968 

pmv700893389.hl 

BLASTX 

g3786009 

222 

1.0e-18 

52 

85 

(AC005499) unknown protein [Arabidopsis thaliana] 
48969 

pmv700893402.hl 

BLASTX 

g4249412 

130 

4.0e-ll 

75 
51 

(AC006072) hypothetical protein 



[Arabidopsis thaliana] 



48970 

pmv700893437.hl 

BLASTX 

g4097561 

208 

5.0e-17 

43 
84 

(U64918) ATGP1 [Arabidopsis thaliana] 
48971 

pmv700893496.hl 



7956 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3892059 

197 

4.0e-29 

75 

81 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 

48972 

pmv700893503.hl 

BLASTX 

gl076802 

175 

4.0e-13 

77 

26 

extensin-like protein - maize >gi_600118_emb_CAA84230_ 
(Z34465) extensin-like protein [Zea mays] 

>gi_1096557_prf 2111476A extensin-like domain [Zea mays] 



Seq. No. 




C ~ ~ TT*\ 

beq. lu 


pmv /008 93513 . hi 


Met nod 


T"> T 7\ o m XT 

BLASTN 


NCBI GI 


gl480346 


BLAST score 


51 


E value 


6. Oe-20 


Match length 


75 


% identity 


92 


NCBI Description 


P. sativum mRNA for 


Seq. No. 


48974 


Seq. ID 


pmv700893527.hl 


Method 


BLASTX 


NCBI GI 


g4539324 


BLAST score 


163 


E value 


1.0e-ll 


Match length 


35 


% identity 


91 


NCBI Description 


(AL035679) kinesin 


Seq. No. 


48975 


Seq. ID 


pmv700893541.hl 


Method 


BLASTX 


NCBI GI 


g4510400 


BLAST score 


284 


E value 


6.0e-26 


Match length 


75 


% identity 


76 


NCBI Description 


(AC006587) putative 




thaliana] 


Seq. No. 


48976 


Seq. ID 


pmv700893581.hl 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAST score 


270 



-AT Pa s e [Arab i dop s i 



7957 



# 



Hi vaxuc 




Ma4~oh 1 or^frfh 
lYldUCIl iGliytil 




9- i /"^Anf i fir 

i> laciitiLy 


DO 




f Z\T. H 9 1 71 1 \ rii it* a +* i tt"o nrnf pin r r*shi "i Hon qt q "h h a 1 i anal 

|nIiU^l / 11/ ^UlatlvC ^lULClli [ril aJJXUU^DlO l_lla._L_l_ClilGtJ 


Seq. No. 


4o y / / 


oeq. iu 


pmv / UUO / uz.nx 


Mo "l~ h or? 


RT A CITY 


NCBI GI 


g2369714 


BLAST score 


243 


T TT 3 1 11 

iii Value 


c. fio-91 
J . Uc cl 


net tv_ii xciiy oil 




^ laeniity 


7 


LNL/D1 UcbLIipLluIl 


f7Q717P\ 1 or* rra +- n on -F a of- o v 9 rRofa mil rrari cl 
V £1.7 /I/O/ fcilUIiy dt ion IdCUOi Z LDcua VU.lya.llo J 


oeq . JNO . 


A Q Q7 Q 


Oc^ . iu 


pin v / uuojj/u / .ni 




xjjjrio l IN 


NHRT (IT 


y j jo j _/o o 


BLAST score 


41 


E value 


5.0e-14 


JL w icl 11 Icily Lli 


1 "37 
lj / 


i> iu.fcjiit.ity 




iNUDi Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




i v JZiJNi f complete sequence [HrdDiaopsis tnananaj 


Seq. No. 


A o n t n 

4ay / y 


oeq. lu 


pmv / uuo /^y . ni 


i-ietuoci 


JDlxrio 1 A 




gzouu 


BLAST score 


356 


E value 


2.0e-34 


LYiatcn lengtn 


DO 


■s i Genuity 


y o 


NCBI Description 


duo KIdUoUMAIi rKUIhjlN JjIU (fc^M; >gi iyi)zoy4 OJD3 dJ\1 




ti\DUUioyij yM ramiiy protein L^o-i-anuin. meiongenaj 


oeq. jno. 


A Q QQ n 

4o you 


oeq. ±u 


pmv / uuo -70 1 00 * ni 




RT.a^TN 
j-jju^io 1 in 


NCBI GI 


g2304954 


BLAST score 


227 


E value 


1.0e-125 


Match length 


235 


% identity 


99 



clone 



NCBI Description Glycine max aluminum induced sali5-4a mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48981 

pmv700893747.hl 

BLASTN 

gl055367 

149 

2.0e-78 

229 

96 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



7958 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48982 

pmv700893758.hl 

BLASTX 

g3128234 

327 

6.0e-31 

76 

78 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
48983 

pmv700893826.hl 

BLASTX 

g4218011 

332 

2.0e-31 

79 
78 

(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721_gb_AAD154 91__ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 

48984 

pmv700893841.hl 

BLASTX 

g4512673 

320 

4.0e-30 

79 

75 

(AC006931) putative phosphoprotein phosphatase [Arabidopsis 
thaliana] 

48985 

pmv700893889.hl 

BLASTX 

g2660670 

146 

8.0e-10 

77 

23 

(AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 

48986 

pmv700893896.nl 

BLASTX 

g531389 

212 

2.0e-17 

71 

65 

(U12626) copia-like retrotransposon Hopscotch polyprotein 
[Zea mays] 



Seq. No. 



48987 



7959 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



pmv700893911.hl 

BLASTX 

g2654868 

259 

5.0e-23 

76 

61 

(AF015301) RbohApl08 [Arabidopsis thaliana] 
48988 

pmv700893966.hl 

BLASTN 

g2961299 

121 

9.0e-62 

201 

90 

Cicer arietinum mRNA for ribosomal protein L24 
48989 

pmv700893968.hl 

BLASTX 

g4467135 

216 

5.0e-18 

71 

68 

(AL035540) putative ' protein [Arabidopsis thaliana] 
48990 

pmv700893974.hl 

BLASTN 

g3869067 

35 

2.0e-10 

122 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MCK7, complete sequence [Arabidopsis thaliana] 

48991 

pmv700894003.hl 

BLASTX 

g2388577 

137 

1.0e-08 

76 

64 

(AC000098) Similar to Arabidopsis putative ion-channel 
PID:g2262157 (gb_AC002329) . [Arabidopsis thaliana] 

48992 

pmv700894016.hl 

BLASTX 

gl619300 

181 

1.0e-13 



7960 



# 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



87 
46 

(X95269) LRR protein [Lycopersicon esculentum] 



48993 

pmv700894019.hl 

BLASTX 

g4063747 

327 

7.0e-31 

81 

73 

(AC005851) hypothetical protein 



[Arabidopsis thaliana] 



48994 

pmv700894068.hl 

BLASTX 

g4567200 

284 

7.0e-26 

76 

66 

(AC007168) hypothetical protein [Arabidopsis thaliana] 
48995 

pitiv700894089.hl 

BLASTX 

g32709 

282 

1.0e-25 

79 

68 

(X62570) IFP53 [Homo sapiens] 
48996 

pmv700894095.hl 

BLASTX 

g2499488 

151 

2.0e-10 

52 

65 

PYROPHOSPHATE — FRUCTOSE 6-PHOSPHATE 1 -PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PH0SPH0FRUCT0KINASE (PYROPHOSPHATE) ) 

(PYROPHOSPHATE-DEPENDENT 6-PH0SPH0FRUCT0SE-1 -KINASE) 

(PPI-PFK) >gi_483547_emb_CAA83682_ (Z32849) 
pyrophosphate-dependent phosphof ructokinase alpha subunit 

[Ricinus communis] 

48997 

pmv700894101.hl 

BLASTN 

g256142 

255 

1.0e-141 

259 

100 



7961 



# 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



cytosolic glutamine synthetase [Glycine max=soybeans 7 var 
Prize, mRNA, 1450 nt] 



48998 

pmv700894116.hl 

BLASTX 

g3004550 

256 

2.0e-22 

65 

80 

(AC003673) hypothetical protein 



[Arabidopsis thaliana] 



48999 

pmv700894129.hl 

BLASTX 

g3402684 

165 

9.0e-13 

54 

72 

(AC004 697) hypothetical protein [Arabidopsis thaliana] 
49000 

pmv700894150.hl 

BLASTX 

g4309738 

155 

7.0e-ll 

29 

97 

(AC006439) putative tubby protein [Arabidopsis thaliana] 
49001 

pmv700894151.hl 

BLASTX 

g3738288 

315 

2.0e-29 

82 

71 

(AC005309) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 

49002 

pmv700894191.hl 

BLASTN 

gl8644 

76 

7.0e-35 

88 

97 

Soybean mRNA for HMG-1 like protein 
49003 

pmv700894196.hl 
BLASTN 



7962 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl6508 
70 

3.0e-31 

158 
86 

A.thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A.thaliana 
S-adenosylmethionine synthetase gene, complete cds 

49004 

pmv700894233.hl 

BLASTX 

g4580395 

181 

9.0e-14 

70 

53 

(AC007171) putative kinesin-related protein [Arabidopsis 
thaliana] 



Seq. No. 


49005 


Seq. ID 


pmv700894234.hl 


Method 


BLASTX 


NCBI GI 


g4335773 


BLAST score 


140 


E value 


6.0e-09 


Match length 


27 


% identity 


96 


NCBI Description 


(AC006284) unknown 


Seq. No. 


49006 


Seq. ID 


pmv700894250.hl 


Method 


BLASTX 


NCBI GI 


g2262157 


BLAST score 


154 


E value 


6.0e-ll 


Match length 


55 


% identity 


71 


NCBI Description 


(AC002329) putative 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49007 

pmv700894279.hl 

BLASTX 

g3894169 

307 

1.0e-28 

66 

79 

(AC005312) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



49008 

pmv700894314.hl 

BLASTX 

g4559333 

179 

1.0e-13 



7963 



# • 



Ma +- fh 1 ATi/T"f~h 
iiciLOii xtJixyuxx 


49 
*± o 


^ laenLity 


7 R 
I 0 


WPRT FIoqot*"! T^xi' "J on 


\ rl\s \J \J I \J O i ) U.A1JS.XHJ WX1 fcJ J. KJ UC XXX ictJu aJJlUUpo X o LXXGiXXcLXXCL J 


oeg. iNo. 


4 y U U y 


Q&rr IT) 


rvrnr7nf)ft "^RR hi 

JJXLLV / UUO jfi JJJ • XIX 


M^1~ h fiH 


DliflU x Z\. 


NCBI GI 


gl825727 


BLAST score v 


213 


E value 


z . ue ± / 


i v Jo.Ticri ±eiiy Uil 


o y 


% identity 


DO 


NCBI Description 


tuoBJUoj {soztuo . o gene proauct LtaenornaDaicis eiegansj 


beg, JNO . 


4 yu iu 


OC\j. X Lf 


_pxu V / UV03^ jOD .XXX 


Mot" h o/H 




L^Dl OX 


y j j j jou j 


BLAST score 


330 


E value 


3.0e-31 


jyjai.cn xengt.n 


7 Q 

/ y 




DO 


Nubi Description 


(AJUuD/o/) putative phytochelatm synthetase LAraDiaopsis 




thaliana] 


oeg. NO . 


a on 1 1 


oecj* ID 


pm v / uuoy4ooi?.ni 


Mot" hoo 1 
i it; uXXvjvJ. 


X3J_irio 1 x\J 


NPRT (IT 

IN \^SD X Ul 


y fl O 0 UjO D 


BLAST score 


60 


E value 


2.0e-25 


Match length 




% identity 




NCBI Description 


Arabidopsis thaliana chromosome II BAC T8018 genomic 




sequence/ compxeue sequence 


beg. wo. 




q pr r Tf) 


nTT1 TT7 nnft ^7 7 hi 

pXU V / UUOJ^J/i. XXX 


Mpt" h 

IMC 


DXjflO XA 


1N*^I31 ol 




BLAST score 


400 


E value 


2.0e-39 


nai.cn xengen 


77 


^ lQenLity 


y o 


jnuox Description 


rKUDAbLxti xilblUJNxlj UbALbi xLAbb (Kx^Uo nUJXIULUb; >gi ^bcoo4U 




\i\si \j 3do xd ) pui-aT-xve mstone Qeacetyiase i\irxjj [^ea maysj 


beq. wo. 


4yUl J 




pm v /uuoy^^yu .ni 


L v ie cnou 


JDliAb 1 A 


NCBI GI 


gl669601 


DLiioi score 


17^ 
1 / D 


E value 


3.0e-13 


Match length 


46 


% identity 


67 


NCBI Description 


(D88747) AR401 [Arabidopsis thaliana] 




7964 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



49014 

pmv700894393.hl 

BLASTX 

g3668118 

232 

7.0e-20 

60 

72 

(AJ224078) hypothetical protein 



[Brassica napus] 



49015 

pmv700894402.hl 

BLASTX 

g2252854 

207 

9.0e-17 

50 

76 

(AF013294) similar to auxin-induced protein [Arabidopsis 
thaliana] 

49016 

pmv700894404.hl 

BLASTN 

gl8764 

211 

1.0e-115 

248 

98 

G.max tefSl gene for elongation factor EF-la 
49017 

pmv700894425.hl 

BLASTX 

g4539452 

344 

7.0e-33 

82 

72 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

49018 

pmv700894426.hl 

BLASTX 

g3462614 

259 

6.0e-23 

75 

68 

(AF080105) knotted I class home o domain protein [Pisum 
sativum] 

49019 

pmv700894562.hl 

BLASTN 

g288187 



7965 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
.■BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172 

4.0e-92 

219 

95 

V.unguiculata cysteine proteinase inhibitor mRNA 
49020 

pmv700894677.hl 

BLASTX 

g416688 

154 

3.0e-14 

55 

68 

AUXIN-INDUCED PROTEIN X10A >gi__81761_pir JQ1099 

auxin-induced protein 10A - soybean >gi_255579_bbs_113701 
(S44176) orf X10A [Glycine max^soybeans, cv. Wayne, 
Peptide , 92 aa] [Glycine max] 

49021 

pmv700894681.hl 

BLASTX 

g4309736 

119 

2.0e-09 

56 

66 

(AC006439) hypothetical protein [Arabidopsis thaliana] 
49022 

pmv700894741.hl 

BLASTN 

gl69664 

38 

4.0e-12 

46 
96 

Parsley S-adenosylmethionine synthetase 
end 



(SMS-1) mRNA, 3' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



49023 

pmv700894756.hl 

BLASTX 

g4006915 

245 

3.0e-21 

80 

60 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
49024 

pmv700894759.hl 

BLASTX 

g2194131 

216 

6.0e-18 

.72 



7966 



t> laentity 


01 


NCBI Description 


^/iuuuzuoz; oiiniiar to oynecnocystis 




l rrH nQfiQ17^ T ZiraKi H^-n> o n<a flial i anal 


t>eq. wo. 


A on 0 R 


oeq. -LiJ 


pillv / UUo / ;?0 . ill 




JjlariO X A 


NCBI GI 


g4580462 


BLAST score 


267 


E value 


/ . ue*-Z4 


rid. Lcn leng in 


/ 0 


% identity 


A O 

4z 


NurJi Description 


(ALUUdUoI) nypotnetical protein LAr 


beq. No. 


4 yuzo 


oeq. iu 


piuv / uuoy*io4fi . nx 


l\ie LilvJtl 


"RT I\ QTY 




/^■l Q Q Q C; R'7 

giooojj / 


BLAST score 


283 


E value 


1.0e-25 


TuT /— t f ji^s f~x 4* K\ 

lYiaucn lenyun 


0 1 


identity 


R Q 


Nubi Description 


(Uoyo4i) aiaaenosme o ,o -Pi,P4- 




Liiupmus angusTiiroiius j 


Seq. No. 


» n n 0 1 

4y027 


oeq. iu 


pmv / uuo y4ooi . ni 


Metnoa 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


201 


E value 


1 . ue- jo 


Mancn lengun 




-s identity 


75 


nlbi Description 


(Uoozoo) cellulose synthase [Gossyp 


Seq. No. 


49028 


oeq. id 


pmv / uuo y4 yuo . ni 




DiaAO 1 A 


1NOJ31 ul 


gz y^4ouy 


BLAST score 


195 


E value 


2.0e-15 


Match length 


0 c 
00 


& T f~\ *1 -f* * T 

t> lueriLiLy 


CO 


NCBI Description 


{ALuzzUzo} subtilism proteinase - 




i,naiiana j 


Seq. No. 


49029 


Q ~ ~ X Pi 

oeq. iu 


pmv /uuoy4yi/. ni 






NCBI GI 


g3892059 


BLAST score 


194 


E value 


3.0e-15 


Match length 


84 


% identity 


17 



[Arabidopsis thaliana] 



PI, P4-tetraphosphate hydrolas 



- like [Arabidopsis 



NCBI Description 



(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 



7967 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

49030 

pmv700894930.hl 

BLASTX 

g3249085 

270 

4.0e-24 

87 

64 

(AC004473) T13D8.31 




[Arabidopsis thaliana] 



C 1 j»» ™- XT n 

beq. no* 


A Q A Q 1 




piUV / UUO -7ft J/O .7 . Ill 




Di_ir\0 1 IN 


NCBI GI 


g4204858 


BLAST score 


72 


E value 






J. Oh. 


% identity 


Q £ 

oo 


inudx uescrxpuxon 


Trxtxcum aestxvum heat shock protein 80 mRNA, complete cds 


Seq. No. 


49032 


beq. xu 


pmv /uuoy4yyu . ni 


Method 


BLAhxX 


NCBI GI 


gl755182 


BLAST score 


267 


E value 


o . Ue-Z4 


Match length 


oX 


% xdentxty 


62 


NCBI Description 


(U/ozuz) germxn-xxke protexn [Araoxdopsxs tnalxana] 


Seq. No. 


49033 


beq. xd 


pmv /0Uo95uz0. nl 


i. v ie n noQ 


oXiAb 1A 


NCBI GT 




BLAST score 


253 


E value 


4.0e-22 


Match length 


84 


% identity 


57 


NCBI Description 


(AC004665) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


49034 


Seq. ID 


pmv700895028.hl 


Method 


BLASTX 


NCBI GI 


g3980378 


BLAST score 


189 


E value 


1.0e-14 


Match length 


57 


% identity 


70 


NCBI Description 


(AC004561) putative RNA binding protein [Arabidopsis 



thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



49035 

pmv700895033.hl 

BLASTX 

g3927825 

205 

2.0e-16 



7968 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40 
97 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

49036 

pmv700895047.hl 

BLASTX 

g2688830 

359 

1.0e-34 

83 

82 

(AF000952) putative sugar transporter [Prunus armeniaca] 
49037 

pmv700895060.hl 

BLASTX 

g4490736 

293 

7.0e-27 

81 

37 

(AL035708) putative protein [Arabidopsis thaliana] 
49038 

pmv700895061.hl 

BLASTX 

g2160148 

198 

1.0e-15 

43 

72 

(AC000375) EST gb_H37044 comes from this gene. [Arabidopsis 
thaliana] 

49039 

pmv700895068.hl 

BLASTN 

g2598656 

112 

1.0e-56 

140 

95 

Vicia faba mRNA for elongation factor 1-alpha (EFl-a) 
49040 

pmv700895071.hl 

BLASTX 

g2244912 

217 

4.0e-18 

46 

91 

(Z97339) similar to transketolase [Arabidopsis thaliana] 



Seq. No. 



49041 



7969 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



pmv700895128.hl 

BLASTX 

g3892709 

363 

5.0e-35 

83 
84 

(AL033545) putative protein [Arabidopsis thaliana] 



49042 

pmv700895130.hl 

BLASTX 

g4508078 

160 

3.0e-ll 

36 

78 

(AC005882) 64134 



[Arabidopsis thaliana] 



49043 ' 

pmv700895167.hl 

BLASTN 

gl8764 

54 

6.0e-22 

106 

89 

G.max tefSl gene for elongation factor EF-la 
49044 

pmv700895204.hl 

BLASTX 

gll36434 

274 

1.0e-24 

80 

57 

(D80009) KIAA0187 [Homo sapiens] 
49045 

pmv700895244.hl 

BLASTX 

g2129539 

163 

1.0e-ll 

76 

45 

AtJl protein - Arabidopsis thaliana >gi_564030 (U16246) 
AtJl [Arabidopsis thaliana] 

49046 

pmv700895247.hl 

BLASTX 

g2245004 

264 

2.0e-23 
84 



7970 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

(Z97341) similarity to membrane transport protein 
[Arabidopsis thaliana] 

49047 

pmv700895270.hl 

BLASTX 

g4512683 

283 

1.0e-25 

78 

71 

(AC006931) putative lipase [Arabidopsis thaliana] 
>gi_4559323_gb_AAD22985.1_AC007087_4 (AC007087) putative 
lipase [Arabidopsis thaliana] 

49048 

pmv700895287.hl 

BLASTN 

g2264315 

91 

8.0e-44 

199 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRN17, complete sequence [Arabidopsis thaliana] 

49049 

pst700645702.hl 

BLASTN 

g4249565 

279 

1.0e-156 

298 
99 

Glycine max A3B4 glycinin gene, complete cds 
49050 

pst700645711.hl 

BLASTN 

g3097320 

292 

1.0e-163 

299 

100 

Glycine max gene for Bd 30K, complete cds 
49051 

pst700645740.hl 

BLASTX 

g3785995 

438 

1.0e-43 

97 

85 

(AC0054 99) unknown protein [Arabidopsis thaliana] 



7971 



beq. No. 


a on c o 




psu/uuo4o/ /o.nx 


Method 




NCBI GI 


g806555 


BLAST score 


269 


E value 


1 . ue-iou 


Match length 




% identity 


fifi 


NCBI Description 


G.soja mRNA for glycinin 


Seq. No. 




oeq. ijj 


psr / uuo4a /oo. n± 


Ma 4- Vi /"">i f"i 

ixie Liioci 


DT HQ TNI 


NfRT ftT 

Vi\->LJ A. kU.L 




BLAST score 


238 


E value 


1.0e-131 


Match length 


269 


% identity 


97 


NCBI Description 


G.soja mRNA for glycinin 



o 



Seq. No. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49054 

pst700645786.hl 

BLASTX 

gl220178 

190 

3.0e-15 

56 

77 

(Z69995) dormancy related protein [Trollius ledebourii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49055 

pst700645795.hl 

BLASTN 

gl304600 

118 

6.0e-60 

234 

89 

Human ZNF127-Xq pseudogene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49056 

pst700645818.hl 

BLASTN 

gl8638 

249 

1.0e-138 

275 

98 

Soybean Gy3 gene for glycinin subunit G3 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



49057 

pst700645834.hl 

BLASTN 

gl8535 

122 

2.0e-62 
221 



7972 



% identity 89 

NCBI Description Soybean mRNA for the alpha subunit of beta-conglycinin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match lengtfT 1 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ideatity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



49058 

pst700645854.hl 

BLASTN 

gl8535 

74 

1.0e-33 

184 

87 

Soybean mRNA for the alpha subunit of beta-conglycinin 
49059 

pst700645868.hl 

BLASTN 

gl8628 

141 

1.0e-73 

228 

Soybean mRNA for A5A4B3 subunits of glycinin 
>gi_2170692_dbj_E02461_E02461 cDNA encoding glycinine 
subunit A5A4B3 precursor 

49060 

pst700645886.hl 

BLASTN 

gl8634 

125 

5.0e-64 

275 

87 

Soybean Gyl gene for glycinin subunit GI 
49061 

pxt700940914.hl 

BLASTX 

g2828294 

150 

5.0e-14 

80 

50 

(AL021687) putatative protein [Arabidopsis thaliana] 
49062 

pxt700940961.hl 
BLASTX 
g3668092 - 
313 

3.0e-29 

80 
75 

(AC004667) unknown protein [Arabidopsis thaliana] 
49063 

pxt700940966.hl 



7973 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3080384 

181 

l.Ge-16 

65 

67 

(AL022603) serine/threonine protein kinase [Arabidopsis 
thaliana] >gi_3402759_emb_CAA20205 . 1_ (AL031187) 
serine/threonine protein kinase - like protein [Arabidopsis 
thaliana] 

49064 

pxt700941010.hl 

BLASTX 

g3786011 

297 

2.0e-27 

75 

75 

(AC0054 99) putative elongation factor [Arabidopsis 
thaliana] 

49065 

pxt700941054.hl 

BLASTX 

g2244996 

156 

8.0e-ll 

73 

12 

(Z97341) similarity to a membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 

49066 

pxt700941062.hl 

BLASTX 

gl00099 

305 

3.0e-28 

76 

71 

DNA-binding protein VBP1 - fava bean >gi_1372966 (M81827) 
CREB-like protein [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



49067 

pxt700941070.hl 

BLASTN 

g3139138 

42 

1.0e-14 

42 

100 

Lotus japonicus Rac small GTPase 
region and partial mRNA sequence 

49068 

pxt700941075.hl 



(Rac2) gene, promoter 



7974 



# 



Method BLASTX 

NCBI GI g2943792 

BLAST score 160 ' 

E value 2.0e-ll 

Match length 58 

% identity 74 

NCBI Description (AB006809) PV72 [Cucurbita sp.] 

Seq. No. 49069 

Seq. ID pxt700941087.hl 

Method BLASTX 

NCBI GI g4220522 

BLAST score 156 

E value 8.0e-ll 

Match length 78 

% identity 4 6 

NCBI Description (AL035356) putative protein [Arabidopsis thaliana] 

Seq. No. 49070 

Seq. ID pxt700941125.hl 

Method BLASTX 

NCBI GI g3805956 

BLAST score 274 

E value 1.0e-24 

Match length 84 

% identity 65 

NCBI Description (Y13769) laccase [Populus balsamif era subsp. trichocarpa] 

Seq. No. 49071 

Seq. ID pxt700941130.hl 

Method BLASTX 

NCBI GI g4220485 

BLAST score 388 

E value 6.0e-38 

Match length 85 

% identity 82 

NCBI Description (AC006069) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 

Seq. No. 49072 

Seq. ID pxt700941144.hl 

Method BLASTX 

NCBI GI g4522009 

BLAST score 295 

E value 4.0e-27 

Match length 71 

% identity 72 

NCBI Description (AC007069) unknown protein [Arabidopsis thaliana] 

Seq. No. 49073 

Seq. ID pxt700941178.hl 

Method BLASTX 

NCBI GI g2865437 

BLAST score 190 

E value 9.0e-15 

Match length 83 

% identity 48 



7975 



NCBI Description (AF039376) polyprotein [Arabidopsis arenosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49074 

pxt700941180.hl 

BLASTX 

g3258575 

169 

1.0e-19 

84 
68 

(U89959) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49075 

pxt700941191.hl 

BLASTX 

g2655098 

321 

4.0e-30 

83 

75 

(AF023472) peptide transporter [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49076 

pxt700941195.hl 

BLASTX 

g4006924 

229 

2.0e-19 

51 

76 

(Z99708) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq. No. 


49077 


Seq. ID 


pxt700941204.hl 


Method 


BLASTX 


NCBI GI 


g2245012 


BLAST score 


202 


E value 


4.0e-16 


Match length 


48 


% identity 


77 


NCBI Description 


(Z97341) hypothetical prot 


Seq. No. 


49078 


Seq. ID 


pxt700941224.hl 


Method 


BLASTX 


NCBI GI 


g2459435 


BLAST score 


277 


E value 


6.0e-25 


Match length 


72 


% identity 


72 


NCBI Description 


(AC002332) putative serine 




thaliana] 


Seq. No. 


49079 


Seq. ID 


pxt700941245.hl 


Method 


BLASTX 



[Arabidopsi 



7976 



NCBI GI 


g4 iioy^y 


BLAST score 


-too 
182 


E value 


o . Ue-14 


Match length 


o c 
OO 


% identity 


42 


NCBI Description 


(AF118222) similar to the subtilase family of 




proteases (Pram: PFUUUo--, Score— 4o.o, hj-z.^e- 




[Araoiaopsis tnaiianaj >gi 4Doy4iz emo u/_j_54uu 




(AL04 9524) putative subtilisin-like protease 




thaliana] 


Seq. No. 


49080 


Seq. ID 


pxt /UU94l__oo . nl 


Method 


BLASTX 


NCBI GI 


g2842424 


BLAST score 


279 


E value 


3 . Oe-25 


Match length 


(2 tZ 

DO 


% identity 


79 


NCBI Description 


/ 71 *rooortjtrt\ nMi\ ~\ • _____ r tt — ■ _____ n 

(AJ223948) RNA helicase [Homo sapiens] 


Seq. No. 


49081 


Seq. ID 


pxt / uuy4i-_ / / . ni 


Method 


BLASTX 


NCBI GI 


g4056506 


BLAST score 


203 


E value 


3. Oe-16 


Match length 


64 


% identity 


61 


NCBI Description 


(AC005896) nodulin-like protein [Arabidopsis 


Seq. No. 


49082 


Seq. ID 


pxt700941304 . hi 


Method 


BLASTX 


NCBI GI 


g2769642 


BLAST score 


372 


E value 


4.0e-36 


Match length 


87 


% identity 


85 


NCBI Description 


(Z97215) nme-cis-epoxycarotenoid dioxygenase 




esculentum] 


Seq. No. 


49083 


Seq. ID 


pxt70094134 6 .hi 


Method 


BLASTX 


NCBI GI 


g4107099 


BLAST score 


138 


E value 


7.0e-09 


Match length 


51 


% identity 


55 


NCBI Description 


(AB015141) AHP1 [Arabidopsis thaliana] 




>gi_4156245_dbj__BAA37112_ (AB012570) ATHP3 [A 




thaliana] 


Seq. No. 


49084 


Seq. ID 


pxt700941353.hl 


Method 


BLASTX 



serine 



[Arabidopsis 



[Lycopersicon 



7977 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl076414 
139 

9.0e-09 

69 

42 

subtilisin-like proteinase (EC 3.4.21.-) - Arabidopsis 
thaliana (fragment) >gi_757534_emb_CAA59963_ (X85974) 
subtilisin-like protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49085 

pxt700941379.hl 

BLASTX 

g2244750 

195 

2.0e-15 

42 

98 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49086 

pxt700941478.hl 

BLASTN 

g806807 

82 

2.0e-38 

162 

88 

Pisum sativum chaperonin precursor mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49087 

pxt700941496.hl 

BLASTX 

g4512677 

168 

3.0e-12 

81 

52 

(AC006931) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49088 

pxt700941519.hl 

BLASTN 

g3511284 

41 

4.0e-14 

81 

89 

Populus alba x Populus tremula cellulose synthase (cell) 
mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



49089 

pxt700941537.hl 

BLASTX 

g2497953 



7978 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235 

4.0e-20 

64 

72 

MOLYBDOPTERIN BIOSYNTHESIS CNX1 PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX1) >gi_1263314 (L47323) 
molybdenum cofactor biosynthesis enzyme [Arabidopsis 
thaliana] >gi_4469123_emb_CAB38312_ (AJ236870) molybdenum 
cofactor biosynthesis enzyme [Arabidopsis thaliana] 



49090 

pxt700941584 
BLASTX 
g629561 
182 

6.0e-14 

76 
50 

SRG1 protein 



hi 



- Arabidopsis thaliana 



>gi_47 9047 
thaliana] 



_emb_CAA55654_ (X79052) SRG1 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST scbre 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



49091 

pxt700941664.hl 

BLASTX 

g3805851 

208 

8.0e-17 

88 

44 

(AL031986) putative protein [Arabidopsis thaliana] 
49092 

pxt700941674.hl 

BLASTX 

g4510430 

148 

5.0e-10 

35 

77 

(AC006929) unknown protein, 3 T partial [Arabidopsis 
thaliana] 

49093 

pxt700941686.hl 

BLASTN 

g497899 

65 

3.0e-28 

105 

90 

Populus trichocarpa * Populus deltoides (clone 

sam. Pdx. Pt . 2) S-adenosyl methionine synthetase mRNA, 

complete cds 

49094 

pxt700941690.hl 



" 7979 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3894191 

164 

1.0e-ll 

42 
64 

(AC005662) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 


49095 


Seq. ID 


pxt 7 0094 17 3 9. hi 


Method 


BLASTX 


NCBI GI 


«o o ^ /i o £ c 

gzz44ooo 


BLAST score 


1 1 Q 
I/O 


E value 




Match length 


75 


% identity 


53 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis 


Seq. No. 


49096 


Seq. ID 


pxt700941778.hl 


Method 


BLASTX 


NCBI GI 


g2950472 


BLAST score 


179 


E value 


2.0e-13 


Match length 


76 


% identity 


46 


NCBI Description 


(AL022070) putative autophagocytosis prote 



[Schizosaccharomyces porabe] 



Seq. No. 


49097 


Seq. ID 


pxt700941783.hl 


Method 


BLASTX 


NCBI GI 


g 4454451 


BLAST score 


155 


E value 


3.0e-12 


Match length 


76 


% identity 


46 


NCBI Description 


(AC006234) hypotheti 


Seq. No. 


49098 


Seq. ID 


pxt700941896.hl 


Method 


BLASTX 


NCBI GI 


gl877397 


BLAST score 


148 


E value 


5.0e-10 


Match length 


35 


% identity 


77 


NCBI Description 


(Y11591) shaggy-like 


Seq. No. 


49099 


Seq. ID 


pxt700941948.hl 


Method 


BLASTN 


NCBI GI 


g493621 


BLAST score 


56 


E value 


4.0e-23 


Match length 


148 


% identity 


84 



[Ricinus communis] 



7980 



NCBI Description 



A. thaliana mRNA for chloroplast envelope Ca2+-ATPase, 
complete cds >gi_4176434_emb_X69941_CHATACAlB A. thaliana 
chloroplast ACA1 mRNA encoding envelope Ca2+- ATPase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49100 

pxt700942011.hl 

BLASTX 

g2749982 

184 

5.0e-14 

85 
53 

(AF036705) Similar to phytoene desaturase; coded for by C. 
elegans cDNA CEESX74F; coded for by C. elegans cDNA 
yk303f4.3; coded for by C. elegans cDNA yk257d4.3,* coded 
for by C. elegans cDNA yk303f4.5; coded for by C. elegans 
cDNA yk257d4.5; 



Seq, No. 


49101 


Seq. ID 


pxt700942088.hl 


Method 


BLAST N 


NCBI GI 


g3983533 


BLAST score 


50 


E value 


3.0e-19 


Match length 


62 


% identity 


95 


NCBI Description 


ArabidoDsis thaliana BAC T?4ft"3 from 

ili. U>t/XUVk/iJ J.iJ UliaJ LullU iJilVy 1 £■ IVJJ J_ J- WILL 




cM, complete sequence [Arabidopsis 


Seq. No. 


49102 


Seq. ID 


pxt700942113.hl 


Method 


BLASTX 


NCBI GI 


g3549626 


BLAST score 


219 


E value 


3.0e-18 


Match length 


79 


% identity 


52 


NCBI Description 


(AJ009696) wall-associated kinase 1 


Seq. No. 


49103 


Seq. ID 


pxt700942124.hl 


Method 


BLASTX 


NCBI GI 


g3219939 


BLAST score 


147 


E value 


6.0e-10 


Match length 


52 


% identity 


58 


NCBI Description 


HYPOTHETICAL 116.5 KD PROTEIN C20G8 




>gi_2094864_emb_CAB08603_ (Z95334) 




[Schizosaccharomyces pombe] 


Seq. No. 


49104 


Seq. ID 


pxt700942145.hl 


Method 


BLASTX 


NCBI GI 


gl20674 


BLAST score 


110 


E value 


8.0e-10 



[Arabidopsis thaliana] 



unknown 



7981 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



63 
62 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66015j?ir DENDG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - common buttercup 
>gi_21066_emb_CAA42903_ (X60345) glyceraldehyde 
3-phosphate dehydrogenase [Ranunculus acris] 

49105 

pxt700942164.hl 

BLASTN 

g3421412 

49 

8.0e-19 

65 

94 

Oryza sativa protein phosphatase 2A 55 kDa B regulatory 
subunit gene, complete cds 



49106 

pxt700942321.hl 

BLASTX 

g2370253 

208 

3.0e-28 

80 

82 

(Y13273) putative protein kinase 



[Lycopersicon esculentum] 



49107 

pxt700942358.hl 

BLASTX 

g3193302 

212 

2.0e-17 

73 

60 

(AF069298) contains similarity to a protein kinase domain 
(Pfam: pkinase.hmm, score: 166.20) and to legume lectins 
beta domain (Pfam: lectin_legB.hmm, score: 139.32) 
[Arabidopsis thaliana] 

49108 

pxt700942505.hl 

BLASTX 

g2459412 

219 

3.0e-18 

80 

56 

(AC002332) putative G9a protein [Arabidopsis thaliana] 
49109 

pxt700942511.hl 

BLASTX 

g4006825 

147 



7982 




E value 9.0e-10 

Match length 47 

% identity 57 

NCBI Description (AC005970) G9a-like protein [Arabidopsis thaliana] 

Seq. No. 49110 

Seq. ID pxt700942547.hl 

Method BLASTX 

NCBI GI g400350 

BLAST score 150 

E value 4.0e-10 

Match length 77 

% identity 40 



NCBI Description NAM7 PROTEIN (NONSENSE-MEDIATED MRNA DECAY PROTEIN 1) 

(UP- FRAMES HI FT SUPPRESSOR 1) >gi_83347_pir S23408 

prematurely terminated mRNA decay factor NAM7 - yeast 
(Saccharomyces cerevisiae) >gi_40 2 3_ernb_CAA4 4 2 66_ (X62394) 
helicase [Saccharomyces cerevisiae] >gi_173142 (M76659) 
zinc finger protein [Saccharomyces cerevisiae] 
>gi_807962_emb_CAA89226_ (Z49259) Nam7p [Saccharomyces 
cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49111 

pxt700942549.hl 

BLASTX 

gl346882 

141 

5.0e-09 

67 

49 

PHYTOENE SYNTHASE PRECURSOR (MEL5) >gi_2129505_pir S56668 

geranylgeranyl-diphosphate geranylgeranyltransf erase (EC 
2.5.1.32) precursor - muskmelon >gi_870985_emb_CAA85775_ 
(Z37543) phytoene synthase [Cucumis melo] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49112 

pxt700942655.hl 

BLASTX 

g4249391 

141 

6.0e-09 

64 

42 

(AC005966) Similar to gi_3249076 T13D8.16 beta glucosidase 
from Arabidopsis thaliana BAC gb_AC004473. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49113 

pxt700942679.hl 

BLASTN 

gll763 

145 

5.0e-76 

256 

89 

N.rustica chloroplast atpB gene for ATPase subunit beta 



7983 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49114 

pxt700942707.hl 

BLASTX 

g22583l7 

108 

8.0e-09 

75 

45 

(AF004879) resistance complex protein I2C-2 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49115 

pxt700942725.hl 

BLASTN 

g4138678 

123 

7.0e-63 

262 
87 

V.faba mRNA for amino acid transporter 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49116 

pxt700942808.hl 

BLASTN 

gl8517 

133 

6.0e-69 

221 
90 

Glycine max L. Merr mRNA for 
4CL14) 



4-coumarate:CoA ligase (clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49117 

pxt700942833.hl 

BLASTX 

g4544423 

184 

9.0e-18 

57 

79 

(AC006955) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49118 

pxt700942893.hl 

BLASTX 

g3367568 

181 

7.0e-14 

46 

67 

(AL031135) protein kinase 
thaliana] 



- like protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



49119 

pxt700942939.hl 

BLASTX 

g4467124 



7984 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205 

2.0e-16 

58 
66 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
49120 

pxt700942962.hl 

BLASTX 

gl351408 

162 

2.0e-ll 

84 
46 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 

>gi_1076563_pir S51117 cystein proteinase - sweet orange 

>gi~633185__emb_CAA87720_ (Z47793) cystein proteinase (by 

similarity) LCitrus sinensis] >gi__1588548_prf 22084 63A 

vascular processing protease [Citrus sinensis] 



Seq. No. 49121 

Seq. ID pxt700942976.hl 

Method BLASTX 

NCBI GI g4559339 

BLAST score 282 

E value 1.0e-25 

Match length 75 

% identity 76 

NCBI Description (AC007087) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 

Seq. No. 49122 

Seq. ID pxt700943042.hl 

Method BLASTX 

NCBI GI g4432867 

BLAST score 254 

E value 3.0e-22 

Match length 91 

% identity 52 

NCBI Description (AC006300) putative dnaJ-like protein [Arabidopsis 
thaliana] 

Seq. No. 49123 

Seq. ID pxt700943068.hl 

Method BLASTN 

NCBI GI g2304954 

BLAST score 274 

E value 1.0e-153 

Match length 27 4 

% identity 100 

NCBI Description Glycine max aluminum induced sali5-4a mRNA, complete cds 



Seq. No. 49124 

Seq. ID pxt700943089.hl 

Method BLASTX 

NCBI GI g2529675 

BLAST score 231 



7985 



E value 
Match length 
% identity 
NCBI Description 



1.0e-19 

48 

88 

(AC002535) putative AP2 domain containing protein 
[Arabidopsis thaliana] 



Seg. No. 


A Q1 O C 


Seq. ID 


pxt /uuy4oi UJ.nl 


Metnoa 


D-Lfib 1 A 


NCBI GI 


gjy IOodZ 


BLAST score 


z /u 


E value 


4 . U6 j1 


Match length 


oZ 


■6 xaenr.it. y 




NCBI Description 


(X77499) amino 


Seq. No. 


49126 


Seq. ID 


pxt700943120.hl 


Method 


BLASTN 


NCBI GI 


g3746902 


BLAST score 


149 


E value 


2.0e-78 


Match length 


233 


% identity 


91 


NCBI Description 


Pisum sativum s 



precursor (Ffc) mRNA, 
protein, partial cds 



recognition particle 54 kDa subunit 
nuclear gene encoding chloroplast 



Seq. No. 


49127 


Seq. ID 


pxt700943133.hl 


Method 


BLASTX 


NCBI GI 


g3738285 


BLAST score 


144 


E value 


2.0e-09 


Match length 


42 


% identity 


62 


NCBI Description 


(AC005309) unknown protein [Arabidopsis thaliana] 


Seq. No. 


49128 


Seq. ID 


pxt700943175.hl 


Method 


BLASTX 


NCBI GI 


g3063457 


BLAST score 


251 


E value 


5.0e-22 


Match length 


62 


% identity 


69 


NCBI Description 


(AC003981) F22013.19 [Arabidopsis thaliana] 


Seq. No. 


49129 


Seq. ID 


pxt700943187.hl 


Method 


BLASTX 


NCBI GI 


g3157941 


BLAST score 


153 


E value 


1.0e-13 


Match length 


78 


% identity 


39 


NCBI Description 


(AC002131) Contains similarity to hypothetical prot 



7986 



Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_U95973 from A, thaliana. [Arabidopsis thaliana] 
49130 

pxt700943196.hl 

BLASTX 

g3243234 

167 

4.0e-12 

58 

59 

(AF071477) isoflavone reductase related protein [Pyrus 
communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49131 

pxt700943234.hl 

BLASTX 

g2739044 

199 

9.0e-16 

50 
72 

(AF024651) polyphosphoinositide binding protein Sshlp 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49132 

pxt700943246.hl 

BLASTX 

g4006854 

196 

8.0e-25 

86 

61 

(Z99707) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49133 

pxt700943249.hl 

BLASTN 

g21012 

53 

4.0e-21 

84 

92 

Phaseolus vulgaris 
(GS,EC 6.3.1.2) 



mRNA (pR-2) for glutamine synthetase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49134 

pxt700943251.hl 

BLASTN 

gl928978 

92 

2.0e-44 

260 

88 

Vigna unguiculata phospholipase D mRNA, complete cds 



Seq. No. 
Seq. ID 



49135 

pxt700943277.hl 



7987 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3982595 

229 

1.0e-126 

256 
98 

Glycine max cat ionic peroxidase 2 (Prx2) mRNA, complete cds 
49136 

pxt700943352.hl 

BLASTX 

g2244997 

146 

1.0e-09 

48 
56 

(Z97341) unnamed protein product [Arabidopsis thaliana] 
49137 

pxt700943363.hl 

BLASTN 

g310568 

73 

4.0e-33 
160 
88 

Glycine max homeobox-containing (Sbhl] 



mRNA, complete cds 



Seq. No. 


49138 


Seq. ID 


pxt700943365.hl 


Method 


BLASTN 


NCBI GI 


g4234940 


BLAST score 


38 


E value 


3.0e-12 


Match length 


94 


% identity 


86 


NCBI Description 


Populus tremula x Pc 




phosphoglucomut as e 


Seq. No. 


49139 


Seq. ID 


pxt700943382.hl 


Method 


BLASTX 


NCBI GI 


gl781334 


BLAST score 


153 


E value 


2.0e-10 


Match length 


44 


% identity 


64 


NCBI Description 


(Y10468) peroxidase 


Seq. No. 


49140 


Seq. ID 


pxt700943404.hl 


Method 


BLASTX 


NCBI GI 


g4512624 


BLAST score 


200 


E value 


6.0e-16 


Match length 


77 


% identity 


57 



(pgm) mRNA, complete cds 



[Spinacia oleracea] 



7988 



NCBI Description 



(AC004793) Strong similarity to gi_3033401 F19I3.29 
putative potassium transporter from Arabidopsis thaliana 
BAC gb_AC004238 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49141 

pxt700943432.hl 

BLASTN 

gl781039 

90 

3.0e-43 

189 

90 

M.sativa mRNA for delta-l-pyrroline-5-carboxylate synthase, 
P5CS-2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49142 

pxt700943440.hl 

BLASTX 

g3834317 

205 

2.0e-16 

84 
55 

(AC005679) 
from Homo 



Similar to CDC16 protein gb_U18291 (CDC16Hs) 
sapiens. [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49143 

pxt700943447.hl 

BLASTX 

g2253010 

308 

1.0e-28 

79 

71 

(Y14199) MAP3K delta-1 protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49144 

pxt700943522.hl 

BLASTX 

g3688528 

271 

3.0e-24 

76 

62 

(AJ004958) pre-pro-TPE4A protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49145 

pxt700943528.hl 

BLASTX 

g4263527 

283 

9.0e-26 

87 

39 

(AC004044) hypothetical protein [Arabidopsis thaliana] 



7989 



# 

Seq. No. 49146 

Seq. ID pxt700943531.hl 

Method BLASTX 

NCBI GI g3080396 

BLAST score 340 

E value 3.0e-32 

Match length 84 

% identity 70 

NCBI Description (AL022603) putative protein [Arabidopsis thaliana] 

Seq. No. 49147 

Seq. ID pxt700943541.hl 

Method BLASTX 

NCBI GI g2465923 

BLAST score 138 

E value 1.0e-08 

Match length 43 

% identity 63 

NCBI Description (AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 




Seq. No. 49148 

Seq. ID pxt700943602.hl 

Method BLASTX 

NCBI GI g2781362 

BLAST score 190 

E value 1.0e-14 

Match length 86 

% identity 47 

NCBI Description (AC003113) F2401.18 [Arabidopsis thaliana] 

Seq. No. 49149 

Seq. ID pxt700943643.hl 

Method BLASTX 

NCBI GI g2827555 

BLAST score 341 

E value 2.0e-32 

Match length 85 

% identity 41 

NCBI Description (AL021635) Translation factor EF-1 alpha - like prote 
[Arabidopsis thaliana] 

Seq. No. 49150 

Seq. ID pxt700943658.hl 

Method BLASTX 

NCBI GI g2828293 

BLAST score 162 

E value 2.0e-ll 

Match length 88 

% identity 39 

NCBI Description (AL021687) putative protein [Arabidopsis thaliana] 

Seq. No. 49151 

Seq. ID pxt700943671.hl 

Method BLASTN 

NCBI GI g870789 

BLAST score 54 



7990 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-21 

90 
90 

{dinucleotide repeats, microsatellite marker} [Dryobalanops 
lanceolata, Genomic, 230 nt] 

49152 

pxt700943724.hl 

BLASTX 

g4097573 

172 

1.0e-12 

52 
63 

(U64917) GMFP7 [Glycine max] 
49153 

pxt700943742.hl 

BLASTX 

g4417293 

267 

7.0e-24 

76 

70 

(AC007019) unknown protein [Arabidopsis thaliana] 
49154 

pxt700943788.hl 

BLASTN 

gl732468 

92 

2.0e-44 

92 

100 

Soybean mRNA for Mg chelatase subunit (46 kD) , complete cds 
49155 

pxt700943796.hl 

BLASTX 

g2739376 

229 

2.0e-19 

66 
64 

(AC002505) putative permease [Arabidopsis thaliana] 
49156 

pxt700943843.hl 

BLASTX 

g3183088 

146 

1.0e-09 

58 
53 

PROBABLE NONSPECIFIC LIP ID- TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 



7991 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



like protein [Vigna unguiculata] 
49157 

pxt700943922.hl 

BLASTN 

g3204107 

134 

2.0e-69 

233 

93 

Cicer arietinum mRNA for putative cytidine or 
deoxycytidylate deaminase, partial 

49158 

pxt700943934.hl 

BLASTN 

gl8644 

239 

1.0e-132 

243 

100 

Soybean mRNA for HMG-1 like protein 
49159 

pxt700943953.hl 

BLASTN 

g602564 

43 

3.0e-15 

123 

84 

C.paradisi (Macf) INOl gene 



49160 

pxt700943978.hl 

BLASTN 

g4220624 

68 

3.0e-30 

116 

90 

Vicia faba VHA2 



mRNA for p-type H+-ATPase, complete cds 



49161 

pxt700943986.hl 

BLASTX 

g2642165 

159 

2.0e-ll 

40 
60 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
49162 

pxt700944018.hl 

BLASTX 

g4455221 



7992 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



248 

2.0e-21 

87 

57 

(AL035440) putative protein [Arabidopsis thaliana] 
49163 

pxt700944027.hl 

BLASTX 

gl420936 

270 

4.0e-24 

85 

41 

(U61396) Vigna unguiculata aspartic proteinase mRNA, 
complete cds. [Vigna unguiculata] 

49164 

pxt700944056.hl 

BLASTX 

g587564 

200 

2.0e-28 

78 

85 

(X80235) mitochondrial processing peptidase [Solanum 
tuberosum] 

49165 

pxt700944072.hl 

BLASTX 

g4185511 

315 

2.0e-29 
69 

^-87 

(AF102822) actin depolymerizing factor 4 [Arabidopsis 
thaliana] 

49166 

pxt700944090.hl 

BLASTN 

g3511284 

76 

8.0e-35 

214 

86 

Populus alba x Populus tremula cellulose synthase (cell) 
mRNA, complete cds 

49167 

pxt700944120.hl 

BLASTX 

g4557058 

144 

2.0e-18 
82 



7993 



% identity 


52 


NCBI Description 


(AC007154) aldehyde oxidase [Arabidopsis thai 


Seq . No . 


49168 


Seq. ID 


pxt700944139 . hi 


Method 


BLASTX 


NCBI GI 


g2459412 


BLAST score 


172 


E value 


1. Oe-12 


Match length 


82 


% identity 


44 


NCBI Description 


(ACOOziiz) putative G9a protein LAraoictopsis 


Seq. No. 


49169 


Seq. ID 


pxt700944140 .hi 


Method 


BLASTX 


NCBI GI 


g2213613 


BLAST score 


137 


E value 


1. Oe-08 


Match length 


40 


% identity 


55 


NCBI Description 


(AC000103) F21J9.7 [Arabidopsis thaliana] 


Seq. No. 


49170 


Seq. ID 


pxt700944145.hl 


Method 


BLASTX 


NCBI GI 


g4193320 


BLAST score 


191 


E value 


6. Oe-15 


Match length 


51 


% identity 


67 


NCBI Description 


(AF045473) histone deacetylase [Zea mays] 


Seq. No. 


49171 


Seq. ID 


pxt700944165 .hi 


Method 


BLASTX 


NCBI GI 


g2062173 


BLAST score 


282 


E value 


1.0e-25 


Match length 


76 


% identity 


71 


NCBI Description 


(AC001645) cell division protein FtsH isolog 




thaliana] 


Seq. No. 


49172 


Seq. ID 


pxt700944205 .hi 


Method 


BLASTX 


NCBI GI 


g4530126 


BLAST score 


316 


E value 


2.0e-29 


Match length 


86 


% identity 


/l 


NCBI Description 


(AF078082) receptor-like protein kinase homol 




[Phaseolus vulgaris] 


Seq. No. 


49173 


Seq. ID 


pxt700944241.hl 



7994 



i v ie UXIOU. 




NCBI GI 


g829118 


BLAST score 


110 


E value 




Kiancn ,iengT,n 


1 *i 


% identity 


Q Q 
O 0 


nldI uescripLion 


r • vulgaris gents lui tyuiupnixxii 


Seq. No. 


4 y 1 /4 


oeq. iu 


/ UU-/ £ i f 40Uri .111 


Method 


DT 7\ CTTIV 
ESJ_lA.O 1 A 


NCBI GI 


g2462134 


BLAST score 


253 


E value 


4 . ue 


Match length 


p p 


% identity 


r i 

D 1 


NCBI Description 


\ 1 1 jjDo ] reverse tlaribUI l^Labc [DcLa vu.JLyctx.-Lo 


Seq, No. 


4 yi /o 


oeq. iu 


r^vh7finQ4 hi 
pXL. / UU54^jjO . tlX 


Method 


DT 7\ CTV 


NCBI GI 


g3292829 


BLAST score 


277 


E value 


c n ^ or 
b . ue — zo 


Match length 


p ^ 


% identity 




NCBI Description 


t AxjIMxu ±a } puxatxve proiein [^raiJia.ops-LS tnai 


Seq. No. 


a m n f~ 
4 91 /D 


beq. iu 


pxr. / uuy44o4c> . ni 


Method 


BLASTX 


INUol bi 




BLAST score 


140 


E value 


6.0e-09 


Match length 


69 


% identity 


45 


NCBI Description 


(AC003970) Highly similar to cinnamyl alcohol 



dehydrogenase, gi_1143445 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49177 

pxt700944364.hl 

BLASTX 

g2154715 

338 

4.0e-32 

83 

83 

(Y09418) CDPK-related protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
-% identity 



49178 

pxt700944384.hl 

BLASTX 

g728905 

178 

2.0e-13 

82 

46 



7995 



NCBI Description PROBABLE CALCIUM-TRANSPORTING AT PAS E 3 (ENDOPLASMIC 

RETICULUM CA2+-ATPASE) >gi_1078206_pir S51995 probable 

ATPase (EC 3.6.1.-) DRS2 - yeast (Saccharomyces cerevisiae) 
>gi_171114 (L01795) ATPase [Saccharomyces cerevisiae] 
>gi_595560 (U12980) Drs2p: Membrane spanning 
Ca-ATPase(P-type) , member of the cation transport (E1-E2 ) 
ATPase [Saccharomyces cerevisiae] 



Seq. No. 


4 yi / y 


Seq. ID 


pxt700944422 .hi 


Method 


BLASTX 


NCBI GI 


g2960069 


BLAST score 


244 


E value 


5.0e-21 


Match length 


88 


% identity 


53 


NCBI Description 


(Y12777) acyl-CoA synthetase-like protein [Homo sapiens 


Seq. No. 


49180 


Seq. ID 


pxt700944430.hl 


Method 


BLASTX 


NCBI GI 


gl666096 


BLAST score 


207 


E value 


1.0e-16 


Match length 


86 


% identity 


49 


NCBI Description 


(Y09113) dioxygenase [Marah macrocarpus] 


Seq. No. 


49181 


Seq. ID 


pxt700944456.hl 


Method 


BLASTX 


NCBI GI 


g3935185 


BLAST score 


174 


E value 


1.0e-22 


Match length 


83 


% identity 


70 


NCBI Description 


(AC004557) F17L21.28 [Arabidopsis thalxana] 


Seq. No. 


49182 


Seq. ID 


pxt700944562.hl 


Method 


BLASTX 


NCBI GI 


g3395436 


BLAST score 


183 


E value 


4.0e-14 


Match length 


51 


% identity 


73 


NCBI Description 


(AC004 683) unknown protein [Arabidopsis thaliana] 


Seq. No. 


49183 


Seq. ID 


pxt700944591.hl 


Method 


BLASTX 


NCBI GI 


g3757515 


BLAST score 


156 


E value 


9.0e-ll 


Match length 


63 


% identity 


49 


NCBI Description 


(AC005167) hypothetical protein [Arabidopsis thaliana] 



7996 



n 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



49184 

pxt700944596.hl 

BLASTX 

g2104951 

270 

4.0e-24 

76 
71 

(U96717) MAP kinase-like protein [Selaginella lepidophylla] 
49185 

pxt700944612.hl 

BLASTX 

g2323344 

354 

5.0e-34 

84 

76 

(AF014806) alpha-glucosidase 1 [Arabidopsis thaliana] 
49186 

pxt700944648.hl 

BLASTN 

g516853 

250 

1.0e-138 

250 
31 

Soybean SUBI-2 gene for ubiquitin, complete cds 
49187 

pxt700944656.hl 

BLASTX 

g3252866 

266 

1.0e-23 

83 

64 

(AF033535) putative zinc transporter [Arabidopsis thaliana] 
49188 

pxt700944661.hl 

BLASTX 

g3885328 

137 

2.0e-10 

73 
49 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

49189 

pxt700944715.hl 

BLASTN 

g255572 

90 



7997 



E value 
Match length 
% identity 
NCBI Description 



3.0e-43 

199 

90 

small auxin up RNA gene cluster: orf 15A [Glycine 
max=soybeans, cv. Wayne, Genomic, 637 nt] 



beq. jno • 


L Q1 QO 


beq. id 


nvh7nnQ4d7A4 hi 
pXT, / \Juy'± £ ± / 4 *1 .ni 






NCBI bl 


g4 zd j / yz 


BLAST score 


lo / 


E value 




riaucn ±engi_ii 




~6 laentiLy 


O J. 


inudi uescripuion 


\fiUUUDUOO / UilJvLlUVVli piULcXIl 


Seq. No. 


49191 


Seq. ID 


pxt700944785.hl 


Method 


BLASTX 


NCBI GI 


g3273757 


BLAST score 


355 


E value 


4.0e-34 


Match length 


83 


% identity 


69 


NCBI Description 


(AF061852) iron superoxide 




thaliana] 



3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49192 

pxt700944842.hl 

BLASTN 

g463251 

87 

2.0e-41 

155 

89 

M . sat i va ( Nagys zenasi ) 



49193 

pxt700944855.hl 

BLASTX 

g3850566 

192 

6.0e-15 

49 

67 

(AC005278) F15K9, 



mRNA for ribosomal protein RL5 



3 [Arabidopsis thaliana] 



49194 

pxt700944873.hl 

BLASTX 

gl673406 

235 

5.0e-20 

68 

63 

(X91491) Xanthophyll epoxidase 



[Capsicum annuum] 



7998 



ft 



Seq. No. 49195 

Seq. ID pxt700944877.hl 

Method BLASTN 

NCBI GI g20412 

BLAST score 82 

E value 2.0e-38 

Match length 162 

% identity 88 

NCBI Description P.amygdalus mRNA for alpha-tubulin 

Seq. No. 49196 

Seq. ID pxt700944893.hl 

Method BLASTX 

NCBI GI g2853078 

BLAST score 149 

E value 3.0e-10 

Match length 68 

% identity 31 

NCBI Description (AL021768) TMV resistance' protein N-like [Arabidopsis 
thaliana] 

Seq. No. 49197 

Seq. ID pxt700944921.hl 

Method BLASTN 

NCBI GI gl566699 

BLAST score 34 

E value 9.0e-10 

Match length 42 

% identity 95 

NCBI Description C. papaya mRNA for metallothionein-like protein 

Seq. No. 49198 

Seq. ID pxt700944935.hl 

Method BLASTN 

NCBI GI g!370143 

BLAST score 40 

E value 2.0e-13 

Match length 44 

% identity 98 

NCBI Description L.japonicus mRNA for small GTP-binding protein, RAB11B 

Seq. No. 49199 

Seq. ID pxt700944955.hl 

Method BLASTX 

NCBI GI g4115337 

BLAST score 288 

E value 3.0e-26 

Match length 85 

% identity 12 

NCBI Description (L81141) ubiquitin [Pisum sativum] 

Seq. No. 49200 

Seq. ID pxt700945028.hl 

Method BLASTX 

NCBI GI g4263827 

BLAST score 116 

E value 3.0e-ll 



7999 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



80 
47 

(AC006067) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



49201 

pxt700945051.hl 

BLASTN 

g710433 

40 

2.0e-13 

196 

83 

Glycine max low molecular weight heat shock protein Hsp22.3 
(Gmhsp22.3) mRNA, complete cds 

49202 

pxt700945076.hl 

BLASTX 

g3776573 

215 

8.0e-30 
85 

85 " 
(AC005388) 
gi_3482914 
Alternate 
thaliana] 



Similar to nodulins and lipase homolog F14J9.5 
from Arabidopsis thaliana BAC gb_AC003970 . 
first exon from 72258 to 72509. [Arabidopsis 



49203 

pxt700945079.hl 

BLASTX 

g3258569 

196 

2.0e-15 

60 

62 

(U89959) Similar to yeast general negative regulator of 
transcription subunit 1 [Arabidopsis thaliana] 

49204 

pxt700945129.hl 

BLASTX 

g3668089 

169 

7.0e-19 

76 

65 

(AC004667) unknown protein [Arabidopsis thaliana] 
49205 

pxt700945149.hl 

BLASTN 

g310568 

193 

1.0e-104 
227 



8000 



% identity 97 

NCBI Description Glycine max home ob ox -containing (Sbhl) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49206 

pxt700945181.hl 

BLASTX 

g3135992 

189 

1.0e-20 

56 

80 

(AL023589) histone deacetylase [Schizosaccharomyces pombe] 
>gi__4159997 (AF064206) putative histone deacetylase 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



49207 

pxt700945211.hl 

BLASTX 

g2851508 

151 

8.0e-15 

64 

65 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597,gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 

49208 

pxt700945223.hl 

BLASTX 

g2804280 

455 

8.0e-46 

87 

87 

(AB003687) 6-4 photolyase [Arabidopsis thaliana] 
>gi_3929918_dbj_BAA34711_ (AB017331) 6-4 photolyase 
[Arabidopsis thaliana] 

49209 

pxt700945293.hl 

BLASTX 

g4033838 

163 

1.0e-ll 

56 

55 

(Y18550) sigma-like factor [Arabidopsis thaliana] 
49210 

pxt700945316.hl 

BLASTX 

gl865677 

353 

7.0e-34 



8001 



Match length 

% identity 

NCBI Description 



# 



87 
77 

(Y08568) trehalose- 6-phosphate synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49211 

pxt700945325.hl 

BLASTX 

g4415917 

335 

1.0e-31 

88 
47 

(AC006282) putative protein containing zinc finger domain 
[Arabidopsis thaliana] 



Seq. No. 


4 9212 


Seq. ID 


pxt70094 53oo . nl 


Method 


BLASTX 


NCBI GI 


g3258576 


BLAST score 


134 


E value 


1.0e-10 


Match length 


41 


% identity 


70 


NCBI Description 


(U89959) Unknown protein 


Seq. No. 


49213 


Seq. ID 


pxt700945352.hl 


Method 


BLASTN 


NCBI GI 


g2905771 


BLAST score 


144 


E value 


2.0e-75 


Match length 


156 


% identity 


98 


NCBI Description 


Glycine max glyceraldehyd* 




(GAPDH) mRNA, partial cds 


Seq. No. 


49214 


Seq. ID 


pxt700945387.hl 


Method 


BLASTN 


NCBI GI 


g2267582 


BLAST score 


76 


E value 


8.0e-35 


Match length 


172 



[Arabidopsis thaliana] 



-3 phosphate dehydrogenase 



% identity 

NCBI Description 



86 

Gossypium hirsutum vacuolar HH — ATPase subunit E mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49215 

pxt700945408.hl 

BLASTX 

g4204095 

253 

4.0e-22 

86 

55 

(AF030260) CYP94A1 



[Vicia sativa] 



8002 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49216 

pxt700945417.hl 

BLASTN 

g3128139 

41 

6.0e-14 

118 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIK19, complete sequence [Arabidopsis thaliana] 



Seq. No. 


49217 


Seq. ID 


pxt700945433.hl 


Method 


BLASTN 


NCBI GI 


g4324966 


BLAST score 


51 


E value 


7.0e-20 


Match length 


135 


% identity 


84 


NCBI Description 


Glycine max ADP-ribosylation factor mRNA 


Seq. No. 


49218 


Seq. ID 


pxt700945441.hl 


Method 


BLASTX 


NCBI GI 


g4218122 


BLAST score 


162 


E value 


1.0e-ll 


Match length 


51 


% identity 


75 


NCBI Description 


(AL035353) putative protein [Arabidopsis 


Seq. No. 


49219 


Seq. ID 


pxt700945445.hl 


Method 


BLASTN 


NCBI GI 


g602564 


BLAST score 


49 


E value 


9.0e-19 


Match length 


129 


% identity 


84 


NCBI Description 


C.paradisi (Macf) IN01 gene 


Seq. No. 


49220 


Seq. ID 


pxt700945471.hl 


Method 


BLASTX 


NCBI GI 


g2435522 


BLAST score 


201 


E value 


3.0e-16 


Match length 


56 


% identity 


59 


NCBI Description 


(AF024504) contains similarity to other 




[Arabidopsis thaliana] 


Seq. No. 


49221 


Seq. ID 


pxt700945481.hl 


Method 


BLASTN 


NCBI GI 


g2827081 



8003 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 

5.0e-36 

138 

89 

Medicago sativa cytosolic malate dehydrogenase (cmdh) mRNA, 
complete cds 



Seq. No. 


49222 


Seq. ID 


pxt /Q0y4o491.nl 


Method 


BLASTX 


NCBI GI 


g3738339 


BLAST score 


"5 o 

338 


E value 


3 . ue-3z 


Match length 


78 


% identity 


81 


NCBI Description 


(AC005170) putative 


Seq. No. 


49223 


Seq. - ID 


pxt700945552.hl 


Method 


BLASTX 


NCBI GI 


g4220535 


BLAST score 


144 


E value 


1.0e-09 


Match length 


34 


% identity 


82 


NCBI Description 


(AL035356) clathrin 




thaliana] 



clathrin coat assembly like protein [Arabidopsis 



Seq. No. 


49224 


Seq. ID 


pxt700945587.hl 


Method 


BLASTX 


NCBI GI 


gl565223 


BLAST score 


254 


E value 


3.0e-22 


Match length 


88 


% identity 


58 


NCBI Description 


(Y08301) MCM2-related protein [Arabidopsis thaliana] 


Seq. No. 


49225 


Seq. ID 


pxt700945606.hl 


Method 


BLASTX 


NCBI GI 


g4539314 


BLAST score 


171 


E value 


2.0e-12 


Match length 


49 


% identity 


63 


NCBI Description 


(AL035679) kinesin like protein [Arabidopsis thaliana 


Seq. No. 


49226 


Seq. ID 


pxt700945692.hl 


Method 


BLASTX 


NCBI GI 


g3914468 


BLAST score 


99 


E value 


5.0e-09 


Match length 


33 


% identity 


89 


NCBI Description 


2 6S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 



8004 



>gi_478411j?ir JQ2257 nuclear antigen 21D7 - carrot 

>gi_217911_dbj_BAA02696_ (D13434) 21D7 antigen [Daucus 
carota] 



Seq. No. 


49227 


Seq. ID 


pxt70Q945750.nl 


Method 


BLASTX 


NCBI GI 


g4406759 


BLAST score 


o c r 

266 


E value 


1.0e-23 


Match length 


67 


% identity 


79 


NCBI Description 


(ACOOooio) hypothetical protein [AraDiaopsis tnai. 


Seq. No. 


49228 


Seq. ID 


pxt 7 00 94 5 7 90. hi 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


47 


E value 


2.0e-17 


Match length 


67 


% identity 


46 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


49229 


Seq. ID 


pxt700945796.hl 


Method 


BLASTX 


NCBI GI 


g2444174 


BLAST score 


353 


E value 


7.0e-34 


Match length 


81 


% identity 


84 


NCBI Description 


(U94781) unconventional myosin [Helianthus annuus 


Seq. No. 


49230 


Seq. ID 


pxt700945803.hl 


Method 


BLASTN 


NCBI GI 


g3413472 


BLAST score 


91 


E value 


7.0e-44 


Match length 


170 


% identity 


89 


NCBI Description 


Glycine max mRNA for tyrosine phosphatase 


Seq. No. 


49231 


Seq. ID 


pxt700945834.hl 


Method 


BLASTX 


NCBI GI 


g3355490 


BLAST score 


150 


E value 


3.0e-10 


Match length 


59 


% identity 


54 


NCBI Description 


(AC004218) putative dolichyl -phosphate 




beta-glucosyltransferase [Arabidopsis thaliana] 


Seq. No. 


49232 


Seq. ID 


pxt700945845.hl 



8005 



Method 


BLASTN 


NCBI GI 


gl66915 


BLAST score 


54 


E value 


6.0e-22 


Match length 


78 


% identity 


92 


NCBI Description 


Arabidopsis thaliana 




cds 


Seq. No. 


49233 


Seq. ID 


pxt/009458 58 . hi 


Method 


BLASTX 


NCBI GI 


g3415115 


BLAST score 


184 


E value 


4 . Oe-16 


Match length 


73 


% identity 


64 


NCBI Description 


(AF081202) villxn 2 


Seq. No. 


49234 


Seq. ID 


pxt700945889.hl 


Method 


BLASTX 


NCBI GI 


g3142291 


BLAST score 


249 


E value 


7.0e-22 


Match length 


61 


% identity 


67 


NCBI Description 


(AC002411) Contains 



(TUA4) gene, complete 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_AF012921 from Magnaporthe grisae. EST gb_Z24512 comes 
from this gene. [Arabidopsis thaliana] 

49235 

pxt700945902.hl 

BLASTX 

g4249380 

155 

1.0e-10 

69 

54 

(AC005966) ESTs gb_Z37637, gb_AA042498 and gb_AA042269 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49236 

pxt700945913.hl 

BLASTX 

g3176691 

202 

4. Oe-16 

80 

59 

(AC003671) Contains homology to serine/threonine protein 
kinase gb_X99618 from Mycobacterium tuberculosis. ESTs 
gb_F14403, gb__F14404, and gb_N96730 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



49237 

pxt700945924.hl 



8006 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
' E value 
Match length 
% identity 
NCBI Description 



BLASTN 

g510545 

157 

3.0e-83 

249 

91 

P. sativum mRNA for starch 



branching enzyme I 



49238 

pxt700945988.hl 

BLASTX 

g4455356 

241 

9.0e-21 

80 
56 

(AL035524) putative protein [Arabidopsis thaliana] 



49239 

pxt700946025.hl 

BLASTX 

g4204310 

283 

1.0e-25 

68 

78 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49240 

pxt700946026.hl 

BLASTX 

g2129473 

154 

1.0e-10 

79 
38 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



49241 

pxt700946049.hl 

BLASTX 

gl707019 

167 

4.0e-12 

54 
59 

{U78721) hypothetical protein 
49242 

pxt700946051.hl 

BLASTX 

g2245005 

140 

7.0e-09 
83 



[Arabidopsis thaliana] 



8007 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

(Z97341) 



hypothetical protein [Arabidopsis thaliana] 



49243 

pxt700946094.hl 

BLASTX 

g3786011 

294 

5.0e-27 

77 

78 

(AC005499) putative elongation factor [Arabidopsis 
thaliana] 

49244 

pxt700946119.hl 

BLASTX 

g3108209 

149 

8.0e-19 

55 

82 

(AF028809) eukaryotic cap-binding protein [Arabidopsis 
thaliana] 

49245 

pxt700946207.hl 

BLASTN 

g3449326 

34 

9.0e-10 

74 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19M22, complete sequence [Arabidopsis thaliana] 



Seq. No. 


49246 


Seq. ID 


pxt700946220.hl 


Method 


BLASTX 


NCBI GI 


g2253579 


BLAST score 


181 


E value 


1.0e-13 


Match length 


77 


% identity 


53 


NCBI Description 


(U78721) hypothetical protein 


Seq. No. 


49247 


Seq. ID 


pxt700946227.hl 


Method 


BLASTN 


NCBI GI 


g4098318 


BLAST score 


134 


E value 


2.0e-69 


Match length 


262 


% identity 


88 


NCBI Description 


Triticum aestivum beta-tubulin 


Seq. No. 


49248 



1 (tubbl) mRNA, complete cds 



8008 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pxt700946261.hl 

BLASTX 

g2801555 

170 

2.0e-12 

84 

40 

(AF042169) putative ATP-dependent mitochondrial 
helicase [Homo sapiens] 

>gi_4507315_ref_NP_003162.1_pSUPV3Ll_ suppressor 
{ S . cer e vi s i ae ) 3 - 1 i ke 



RNA 



of varl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49249 

pxt700946283.hl 

BLASTN 

g!944341 

43 

4.0e-15 

87 

93 

Glycine max DNA 
cds 



for cysteine proteinase inhibitor, complete 



Seq. No. 

Seq. "ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49250 

pxt700946357.hl 

BLASTX 

g2833378 

156 

8.0e-ll 
83 



43 

HEXOKINASE >gi__619928 (U18754) hexokinase [Arabidopsis 

thaliana] >gi_1582383_prf 2118367A hexokinase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49251 

pxt700946369.hl 

BLASTX 

g481812 

188 

9.0e-15 

66 

28 

DNA-binding protein GT-2 - Arabidopsis thaliana 
>gi_416490_emb_CAA51289_ (X72780) GT-2 factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49252 

pxt700946384.hl 

BLASTX 

g4263771 

163 

1.0e-ll 

36 
78 

(AC006218) putative nonspecific lipid-transfer protein 
precursor [Arabidopsis thaliana] 



8009 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49253 

pxt700946402.hl 

BLASTN 

g4097568 

60 

3.0e-25 

194 

83 

Glycine max farnesylated protein GMFP4 mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49254 

pxt700946451.hl 

BLASTX 

g294845 

183 

5.0e-14 

62 

53 

(L13655) membrane protein 
H65-7052] 



[Saccharum hybrid cultivar 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49255 

pxt700946469.hl 

BLASTX 

g4508082 

187 

2.0e-14 

36 

89 

(AC005882) Putative RNA 
[Arabidopsis thaliana] 



polymerase II subunit RpblO 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49256 

rca700995962.hl 

BLASTX 

g3776559 

254 

3.0e-22 

58 

81 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score.. 

E value 

Match length 

% identity 

NCBI Description 



49257 

rca700995970.hl 

BLASTX 

g4106388 

171 

9.0e-13 

54 

63 

(AF074849) unknown [Arabidopsis thaliana] 



Seq. No. 



49258 



8010 



beq. iu 


rca / uuzfyouuo .ni 


Method 


BioriO X IN 


NCBI GI 


gl7668 


BLAST score 


54 


E value 


1 . ue-zl 


Match length 


126 


% identity 


86 


NCBI Description 


A.unaj.iana itikjna io 


Seq. No. 


ji rt o r\ 

49259 


Seq. ID 


rca /uuyyoui^.ni 


Jxietinoa 






g ji7X*± uuo 


BLAST score 


402 


E value 


1.0e-39 


Match length 


89 


% identity 


85 


NCBI Description 


MITOCHONDRIAL LON 



U2 SnRNP-specif ic A'protein 



2 PRECURSOR >gi_1816588 



(U85495) L0N2 [Zea mays] 



Seq* No. 


49260 


Seq. ID 


rca700996050.hl 


Method 


BLASTN 


NCBI GI 


g!9183 


BLAST score 


53 


E value 


4.0e-21 


Match length 


129 


% identity 


86 


NCBI Description 


L.esculentum Cab9 gene for 


Seq. No. 


49261 


Seq. ID 


rca700996071.hl 


Method 


BLASTX 


NCBI GI 


gl34886 


BLAST score 


140 


E value 


6.0e-13 


Match length 


75 


% identity 


51 


NCBI Description 


SIGNAL RECOGNITION PARTICLE 



I (26 kD) CP29 polypeptide 



KD PROTEIN (SRP54) 
>gi_54194_emb_CAA34386_ (X16319) SRP 54K subunit (AA 1-504) 
[Mus musculus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49262 

rca700996113.hl 

BLASTX 

g4204697 

167 

5.0e-12 

36 

86 

(AF117063) putative inositol polyphosphate 5- 
At5P2 [Arabidopsis thaliana] 



phosphatase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



49263 

rca700996142.hl 

BLASTN 

g4406529 



8011 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228 

1.0e-125 

272 

96 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



49264 

rca700996155.hl 
BLASTX 
g3913640 
307 

2.0e-28 
66 
89 

FRUCTOSE-1, 6-BISPHOSPHATASE, 
(D- FRUCTOSE-1, 6-BISPHOSPHATE 
>gi_3041775_dbj_BAA25422_ (AB007193) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



CYTOSOLIC 

1-PHOSPHOHYDROLASE } 



(FBPASE) 



49265 

rca700996224.hl 
BLAST N 
g4490717 
64 

1.0e-27 

116 

89 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
project) 

49266 

rca700996273.hl 

BLASTX 

g2959767 

177 

2.0e-13 
50 
74 

(AJ002584) 
(AC005309) 



(ESSA 



At MRP 4 [Arabidopsis thaliana] >gi__3738292 
glutathione-conjugate transporter At MRP 4 



[Arabidopsis thaliana] 
49267 

rca700996282,hl 

BLASTX 

g3201617 

241 

8.0e-21 

78 

54 

(AC004 669) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



49268 

rca700996316.hl 

BLASTX 

gl!68328 



8012 



o • 

BLAST score 141 
E value 3.0e-20 
Match length 80 
% identity 61 

NCBI Description ACT IN-LIKE PROTEIN 3 >gi__629878_pir S48844 actin-like 

protein - slime mold (Dictyostelium discoideum) 

>gi_2130164_pir S69002 actin-like protein - slime mold 

(Dictyostelium discoideum) >gi_J563346_emb__CAA86553_ 
(Z46418) actin-like protein [Dictyostelium discoideum] 



Seq. No. 


49269 


Seq. ID 


rca /uuyyboou. ni 


Method 


BLASTX 


NCBI GI 


g3688173 


BLAST score 


259 


E value 


4 . 0e-23 


Match length 


68 


% identity 


66 


NCBI Description 


(AL031804) putative protein [Arabidopsis thaliana] 


Seq. No. 


49270 


Seq. ID 


rca700996334 .hi 


Method 


BLASTX 


NCBI GI 


g4454465 


BLAST score 


218 


E value 


5.0e-18 


Match length 


61 


% identity 


67 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


49271 


Seq. ID 


rca700996336.hl 


Method 


BLASTX 


NCBI GI 


g3746059 


BLAST score 


185 


E value 


4.0e-14 


Match length 


48 


% identity 


75 


NCBI Description 


(AC005311) putative cysteinyl-tRNA synthetase [Arabidop 




thaliana] >gi 4432812 gb AAD20662 (AC006593) putative 




cysteinyl-tRNA synthetase [Arabidopsis thaliana] 


Seq. No. 


49272 


Seq. ID 


rca700996367.hl 


Method 


BLASTX 


NCBI GI 


g2642450 


BLAST score 


271 


E value 


5.0e-26 


Match length 


81 


% identity 


79 


NCBI Description 


(AC002391) putative metal ion transporter (Nramp) 




[Arabidopsis thaliana] >gi_3169188 (AC004401) putative 




metal ion transporter (Nramp) [Arabidopsis thaliana] 


Seq. No. 


49273 


Seq. ID 


rca700996391.hl 


Method 


BLASTN 



8013 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl277163 
233 

1.0e-128 

233 

100 

Glycine max cysteine proteinase inhibitor mRNA, partial cds 
49274 

rca700996413.hl 

BLASTX 

g464769 

179 

2.0e-13 

82 

49 

SUPEROXIDE DISMUTASE (CU-ZN) >gi_477155_pir A48256 

superoxide dismutase {EC 1.15.1.1) (Cu-Zn) - Caenorhabditis 
elegans >gi_416350 (L20135) superoxide dismutase 
[Caenorhabditis elegans] >gi_441278_emb_CAA54318_ (X77020) 
copper/ zinc superoxide dismutase [Caenorhabditis elegans] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49275 

rca700996504.hl 

BLASTX 

g2688828 

196 

2.0e-15 

76 

45 

(U97530) ethylene-forming-enzyme-like dioxygenase [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49276 

rca700996526.hl 

BLASTX 

g3164126 

202 

4.0e-16 

85 

44 

(D78598) cytochrome P450 monooxygenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49277 

rca700996769.hl 

BLASTX 

gl705884 

157 

7.0e-ll 

62 

44 

PROBABLE CITRATE SYNTHASE, MITOCHONDRIAL PRECURSOR 
>gi__1204243_emb_CAA93616_ (Z69731) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 



49278 

rca700996772.hl 



8014 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
gl8551 
198 

1.0e-107 

226 
97 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

49279 

rca700996901.hl 

BLASTX 

g3152608 

136 

1.0e-08 

35 
74 

(AC004482) putative BELl-like homeotic protein [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49280 

rca700996914.hl 
BLASTX 

gl707015 * - 
155 

2.0e-14 

84 

48 

(U78721) protein phosphatase 2C isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49281 

rca700996978.hl 

BLASTN 

g4220644 

38 

4.0e-12 

70 
89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXL8 , complete sequence [Arabidopsis thaliana] 

49282 

rca700997001.hl 

BLASTX 

g4567197 

174 

4.0e-13 

65 

42 

(AC007168) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



49283 

rca700997024.hl 

BLASTX 

g3785975 

136 



8015 



E value 
Match length 
% identity 
NCBI Description 



1.0e-08 

49 
35 

(AC005560) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49284 

rca700997039.hl 

BLASTX 

gl707015 

319 

4.0e-30 

67 

88 

(U78721) protein phosphatase 2C isolog [Arabidopsis 
thaliana] 



Seq. No. 


49285 


Seq. ID 


rca700997058.hl 


Method 


BLASTN 


NCBI GI 


gl69036 


BLAST score 


120 


E value 


3. Oe-61 


Match length 


184 


% identity 


92 - 


NCBI Description 


Pisum sativum L. aldolase gene, 3 1 


Seq. No. 


49286 


Seq. ID 


rca700997072.hl 


Method 


BLASTN 


NCBI GI 


g217908 


BLAST score 


51 


E value 


5.0e-20 


Match length 


83 


% identity 


90 


NCBI Description 


Pumpkin mRNA for glycolate oxidase 


Seq. No. 


49287 


Seq. ID 


rca700997082.hl 


Method 


BLASTX 


NCBI GI 


g3335374 


BLAST score 


190 


E value 


7.0e-15 


Match length 


65 


% identity 


61 


NCBI Description 


(AC003028) glutaredoxin-like prote 


Seq. No. 


49288 


Seq. ID 


rca700997096.hl 


Method 


BLASTX 


NCBI GI 


g4376203 


BLAST score 


196 


E value 


1.0e-15 


Match length 


70 


% identity 


46 


NCBI Description 


(U35226) putative cytochrome P-450 




plumbagini folia] 



end cds 



8016 



Seq. No. 


4 yzoy 


beq. iu 


rca /uuyy/iD/.ni 




n JjR.O J. A 


NCBI GI 


g2827530 


BLAST score 


136 


E value 


o fio— 1 9 


Match length 1 


4 o 


% identity 


o / 


inoox jjescripLion 


/ 7\ T C\0 "\ \ r"\-K*^r1 *i* /-< 4- o y>. ■>-/">+- n "n r SyaKi H/^iT^qi c; 1"ha 1 1 ana 1 


Seq. No. 




beq. id 


rca /uuyy/±/u.ni 


Method 


E>J_Lrt.b 1 N 


JNLbl bl 


gzu / 4 u 


BLAST score 


115 


E value 


4.0e-58 


Match length 


Z lo 


% identity 


yz 


NCBI Description 


Pisum sativuin mRNA for P protein, a part of glycine 




cleavage coitipiex 


Seq. No. 




beq. iu 


rca /uuyy /zio .ni 


Method 


oliAo 1DJ 


NCBI GI 


g609174 


BLAST score 


49 


E value 


o . ue— iy 


Matcn length 


y / 


% identity 


o o 
OO 


NCBI Description 


LN . rUSulCa IRKLN/i IOI CatuepSin D HKc CySUtslIlc pivJ Lclilabc 


Seq. No. 


4 9292 


beq. id 


rca /uuyy /zz / .ni 


Method 


nliAbl A 


NCBI GI 


gl653033 


BLAST score 


279 


E value 


o . Ue-23 


Matcn lengtn 


o o 
o2 


% identity 


63 


NCBI Description 


(D90910) hypothetical protein [Synechocystis sp.] 


Seq. No. 


49293 


Seq. ID 


rca /uuyy/oZ4 . ni 


Method 


BliAb 1 A 


NCBI bl 


goz4 yubo 


bLAbi score 


1/0 


E value 


6.0e-13 


Match length 


80 


O. -i Inn i. J 4.,, 

-s identity 




NCBI Description 


(AC004473) Contains similarity to zinc-binding protein 




(PWA33) go L04190 from Pleurodeles waltln. [AraJDiaopsi 




"t" r*\ *3 I T "H -IS | 

t-ilallalla. J 


Seq. No. 


49294 


Seq. ID 


rca700997350.hl 


Method 


BLASTX 


NCBI GI 


g2760326 



8017 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235 

5.0e-20 

79 

52 

(AC002130) F1N21.11 [Arabidopsis thaliana] 
49295 

rca700997362.hl 

BLASTX 

g2674203 

338 

4.0e-32 

83 

77 

(AF036328) CLP protease regulatory subunit CLPX 
[Arabidopsis thaliana] 

49296 

rca700997368.hl 

BLASTX 

g585880 

145 

1.0e-09 

44 

66 

60S RIBOSOMAL PROTEIN L2A (RP2) >gi_625514_pir S45887 

ribosomal protein L4.e.A, cytosolic - yeast (Saccharomyces 
cerevisiae) >gi_4 9875 9_emb_CAA5 368 7__ (X76078) ribosomal 
protein L2B [Saccharomyces cerevisiae] 
>gi_536244_emb_CAA84973_ (Z35900) ORF YBR031w 

[Saccharomyces cerevisiae] >gi_1587588_prf 2206497L 

ribosomal protein L2B [Saccharomyces cerevisiae] 



Seq. No. 


49297 


Seq. ID 


rca700997386.hl 


Method 


BLASTN 


NCBI GI 


g!066160 


BLAST score 


33 


E value 


3.0e-09 


Match length 


37 


% identity 


97 


NCBI Description 


Wheat gene for protein H2B153, 


Seq. No. 


49298 


Seq. ID 


rca700997416.hl 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


61 


E value 


5.0e-26 


Match length 


105 


% identity 


90 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


49299 


Seq. ID 


rca700997469.hl 


Method 


BLASTX 


NCBI GI 


g4455203 



8018 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142 

2.0e-09 

73 

5 

(AL035440) putative protein [Arabidopsis thaliana] 
49300 

rca700997484.hl 

BLASTX 

g4454470 

161 

2.0e-ll 

57 

54 

(AC006234) putative sugar transporter [Arabidopsis 
thaliana] 

49301 

rca700997493.hl 

BLASTX 

g4056503 

146 

8.0e-10 

34 

82 

(AC005896) unknown protein [Arabidopsis thaliana] 
49302 

rca700997539.hl 

BLASTX 

g2316016 

159 

4.0e-ll 

55 

56 

(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 
49303 

rca700997546.hl 

BLASTX 

g3868814 

154 

2.0e-10 

79 

37 

(AB013718) SRK46Bra [Brassica rapa] 
49304 

rca700997582.hl 

BLASTX 

g4185139 

284 

9.0e-26 

86 
63 

(AC005724) putative diacylglycerol kinase [Arabidopsis 
thaliana] 



8019 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49305 

rca700997588.hl 

BLASTX 

g3386604 

221 

2.0e-18 

76 
55 

(AC004665) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49306 

rca700997682.hl 

BLASTX 

g4249391 

180 

8.0e-14 

58 
50 

(AC005966) Similar to gi_3249076 T13D8.16 beta glucosidase 
from Arabidopsis thaliana BAC gb_AC004473. [Arabidopsis 
thaliana] 



Seq. No. 


49307 


Seq. ID 


rca700997693.hl 


Method 


BLASTX 


NCBI GI 


g4559351 


BLAST score 


129 


E value 


1 . Oe-09 


Match length 


70 


% identity 


53 


NCBI Description 


(AC006585) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


49308 


Seq. ID 


rca700997709.hl 


Method 


BLASTX 


NCBI GI 


gl752734 


BLAST score 


400 


E value 


3.0e-39 


Match length 


92 


% identity 


77 


NCBI Description 


(D78510) beta-glucan-elicitor receptor [Glycine max] 


Seq. No. 


49309 


Seq. ID 


rca700997713.hl 


Method 


BLASTN 


NCBI GI 


gl69036 


BLAST score 


50 


E value 


3.0e-19 


Match length 


70 


% identity 


93 


NCBI Description 


Pisum sativum L. aldolase gene, 3' end cds 


Seq. No. 


49310 


Seq. ID 


rca700997803.hl 


Method 


BLASTX 


NCBI GI 


g3335378 



8020 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



321 

5.0e-30 

80 

76 

(AC003028) Myb-relateci transcription activator [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49311 

rca700997806.hl 

BLASTX 

g4432821 

138 

7.0e-09 

48 

62 

(AC006593) putative transmembrane protein [Arabidopsis 
thaliana] 



Seq. No. 


49312 


Seq. ID 


rca700997868.hl 


Method 


BLASTX 


NCBI GI 


g2781357 


BLAST score 


249 


E value 


1.0e-21 


Match length 


87 


% identity 


54 


NCBI Description 


(AC003113) F2401.13 [Arabidopsis thaliana] 


Seq. No. 


49313 


Seq. ID 


rca700997934.hl 


Method 


BLASTX 


NCBI GI 


g3402715 


BLAST score 


141 


E value 


4 . Oe-09 


Match length 


60 


% identity 


29 


NCBI Description 


(AC004261) unknown protein [Arabidopsis thaliana] 


Seq. No. 


49314 


Seq. ID 


rca700997963.hl 


Method 


BLASTX 


NCBI GI 


g2827661 


BLAST score 


190 


E value 


7.0e-15 


Match length 


76 


% identity 


55 


NCBI Description 


(AL021637) hyuC-like protein [Arabidopsis thaliana 


Seq. No. 


49315 


Seq. ID 


rca700997972.hl 


Method 


BLASTX 


NCBI GI 


g2632252 


BLAST score 


121 


E value 


1.0e-08 


Match length 


45 


% identity 


73 


NCBI Description 


(Y12464) serine /threonine kinase [Sorghum bicolor] 



8021 



beq. wo. 


4 yjio 




rca / uu yy / y yz . ni 


Method 


BLASTN 


NCBI GI 


g510545 


BLAST score 


loo 


E value 


o n ^ to 
0 . Ue- / Z 


Match length 


o /~ n 

z by 


% identity 


yy 


NCBI Description 


P. sativum mRNA for 


beq. No. 


4 y^i / 


beq. id 


rca /uuyyouo / . ni 


Method 


BLASTX 


NCBI GI 


g2661840 


BLAST score 


ICQ 

loy 


E value 


4. . ue-ii 


Match length 


4 1 


% identity 


/ 0 


NCBI Description 


(Ylo4o0) adenosine 


beq. No. 




Seq. ID 


rca /uuyyoU / / . ni 


Method 


I5T &CTY 


NCBI GI 


g3341679 


BLAST score 


111 


E value 


7.0e-ll 


Match length 


46 


% identity 


80 


NCBI Description 


(AC003672) dynamin- 



starch branching enzyme I 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49319 

rca700998118.hl 

BLASTX 

gl351711 

226 

2.0e-19 

69 

72 

HYPOTHETICAL 143.7 KD PROTEIN C11D3.15 IN CHROMOSOME I 
>giJL107 904_emb_CAA92316_ (Z68166) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49320 

rca700998130.hl 

BLASTN 

gll50683 

58 

3.0e-24 

102 
89 

V.radiata atpB, rbcL and trnK genes 



Seq. No. 
Seq. ID 
Method 



49321 

rca700998163.hl 
BLASTX 



8022 



# 





nrO Q1 1 n £1 

gz y 11 u 0 / 


BLAST score 


435 


E value 


2.0e-43 


JXiatcn lengtii 


Q 1 

y 1 


% identity 


a a 

yu 


NCBI Description 


(AL021960) UV-damaged DNA-bmdmg protein- like 




[Arabidopsis thaliana] 


Seq. No. 


a a *d 0 0 

49322 


beq. lu 


rca /uuyyozoo. ni 


i v ie L-iioQ 


DT 7\ QTM 

DJUHD 1 IN 


NCBI GI 


g3881977 


BLAST score 


58 


E value 


4 . Ue-24 


ixtat.cn lengtn 


1d9 


% identity 


O C 

00 


NCBI Description 


M.sativa mRNA for annexin-like protein 


Seq. No. 


49323 


beq. ID 


rca /uuy9o2/4.ni 


Method 


bJjAb 1 A 


NCBI GI 


g4099833 


BLAST score 


165 


E value 


2 . Oe-22 


Match length 


78 


% identity 


60 


NCBI Description 


(U90265) bifunctional nuclease [Zinnia elegans] 


Seq. No. 


49324 


Seq. ID 


rca7 00998280 .hi 


Metnoct 


rjT 7\ 0 mv 
bliAb 1 A 


NCBI GI 


gl096035 


BLAST score 


195 


E value 


c a _ 00 

5 . 0e-2o 


Match length 


85 


% identity 


65 


NCBI Description 


ribosomal protein S7 [Tetrahymena thermophila] 


Seq. No. 


49325 


beq. ID 


rca /Uu9yo2oo .nl 


LYLennoci 


DT 7V OT>V 

IjliAb 1 A 


NCBI GI 


«i 1 /1 a a a 

gll4290 


Dii/ibi score 


11Z 


E value 


A Art T A 

y . ue— 14 


Match length 


59 


% identity 


68 


NCBI Description 


ARGININOSUCCINATE SYNTHASE {CITRULLINE — ASPARTATE LIGASE 




>gi 68638 pir AJMSRS argininosuccinate synthase (EC 




6.3.4.5) - mouse >gi 309111 (M31690) argininosuccinate 




synthetase (EC 6.3.4.5) [Mus musculus] 


Seq. No. 


49326 


Seq. ID 


rca700998290.hl 


Method 


BLASTX 


NCBI GI 


g4572669 


BLAST score 


320 


E value 


1.0e-30 



8023 



# • 



Match lengtn 




% identity 


1 0 


NCBI Description 


^ACUUoyD4; puuax.ive giucosyxcraiibieidbc [/^i.ct*jxu.upoxo 




thaliana] 


Seq. No. 


4 yjz / 


064. 1U 


rra7nf!QQP^?Q hi 

ILd / UU J^OjOj • 11 -L 


Method 




NCBI GI 


gjyi4UUz 


BLAST score 


241 


E value 


6.0e-21 


Match length 


0 0 


% identity 


Q O 

oZ 


NCBI Description 


MTrrAPunMriDTBT t am DDfWT 2\ CT? UHMPiT Of 1 DPTTPfTR QHR *>rri 
jyil lUL-nUiNJJKlAij UJN cKVlttAotj nULYLUi-iUo 1 rK£jLUi\oUJ\ ^y- 1 - 


\nr UO JOOZ J LOIl piUtcdoc [ril. ciJJXU.(j£Jfc>-Lo Llld liana J 


Seq. No. 


A A O O O 

4 y Jzo 


beq. iu 


rca / uuyycso^i .ni 


Method 


TUT 7\ C 1 TV 


NCBI GI 


g999441 


BLAST score 


222 


E value 


O A « OA 


Match length 


55 


% identity 


93 


NCBI Description 


(X86221) lycopene synthase [Capsicum annuum.] 


Seq. No. 


A A O O A 

493z9 


Seq. ID 


^ — — TAAAAQCAQ "K1 

rca /uuyyoouy. ni 


Method 




NCBI GI 


g4200122 


BLAST score 


200 


E value 


/ A« 1 C 

4 . ue-lo 


Match length 


65 


% identity 


54 


NCBI Description 


(AJ009555) hypothetical protein [AraDiaopsis rnananaj 


Seq. No. 


4 9330 


beq. ID 


„ — — TAAAQQCAQ T~ -| 

rca /uuyyoozy.ni 


Metnoa 


qt Tin rpvr 


NCBI GI 


g516853 


BLAST score 


154 


E value 


O A « 0 1 

z . Oe-ol 


Match length 


A 1 O 

218 


% identity 


33 


NUbi uescription 


ooyoean bUrsi z gene ror uDiquinn, compieLe cas 


Seq. No. 


A A O *3 1 

49331 


Seq. ID 


rca /uuyyoo4o. ni 


Method 




NCBI GI 


g3757888 


BLAST score 


226 


Hi value 


R Ho— 1 Q 


Match length 


70 


% identity 


67 


NCBI Description 


(AF072865) thioredoxin reductase [Rattus norvegicus] 


Seq. No. 


49332 



8024 



# • 



oeq. id 


T-/-a inn QQQ e;q7 hi 
rca /uuyyojo / * ni 




Dlirxo 1 A 


NLbl bl 


gl4Uoo4 


DhJAoi score 


101 


E value 


4 . ue— iu 


ixiarcn iengr.n 


/ z 


% identity 


40 


NCBI Description 


HYPOTHETICAL ZINC-TYPE ALCOHOL DEHYDROGENASE-LIKE PROTEIN 




in rMxjj j KHjbiuM >gi ooz / / pir oiy^i/ prooaoie aiconoi 




dehydrogenase/ zinc-containing (EC 1.1.1.-) - yeast 




(Saccnaromyces cerevisiae) >gi iyu/z4o emo CAA4zzo/__ 




(Xoy/zu) YCRlUow, lenrool LSaccharomyces cerevisiae J 


Seq. No. 


4y3oo 


beq. lu 


rca /uuyyoozz. ni 




Dliiib 1 JN 




g4 4u ooz y 


BLAST score 


168 


E value 


1.0e-89 


Match length 


Z4U 


-6 identity 


y o 


NCBI Description 


Vigna radiata rubisco activase (Rca) mRNA, chloroplast gen 




encoding chloroplast protein, complete, cds 


Seq. No. 


49334 


Seq. ID 


rca /Uuy yobzo . hi 


Method 


DT TV CTV 


NCBI GI 


gl935914 


BLAST score 


228 


E value 


o . Oe-iy 


Match length 


44 


% identity 


93 


NCBI Description 


(U//J4/) lethal lear-spot 1 nomolog [AraDiaopsis tnaiianaj 


Seq. No. 


49335 


beq. ID 


rca /uuyyooJo. ni 


Method 


TJT 71 OTV 

oliAb 1 A 


NCBI GI 


g3056591 


BLAST score 


324 


E value 


z . Ue-oU 


Match length 


o r 
OD 


% identity 


71 


NCBI Description 


(ACUU4Z00) TlFy.lz [Araoiaopsis thalianaj 


Seq. No. 


49336 


beq* ID 


rca /uuyyoo44 .ni 


Method 


T3T TV O <"p V 


NtDl bl 


gou4 00 y4 


BLAST score 


322 


E value 


3.0e-30 


Match length 


o2 


is identity 


/ 3 


NCBI Description 


(AL022224) vacuolar sorting receptor-like protein 




[Arabidopsis thaliana] 


Seq. No. 


49337 


Seq. ID 


rca700998652.hl 



8025 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl69036 

40 

2.0e-13 

60 
92 

Pisum sativum L. 



aldolase gene, 3' end cds 



49338 

rca700998692.hl 

BLASTN 

gl70455 

82 

1.0e-38 

154 

88 

Tomato heat shock cognate protein 80 gene, 3' end 
49339 

rca700998710.hl 

BLASTX 

g417716 

342 

1.0e-32 

86 
76 

40S RIBOSOMAL PROTEIN S28 >gi_422182_pir A46703 ribosomal 

protein S23.e - yeast (Saccharomyces cerevisiae) >gi_172498 
(M96570) ribosomal protein S28 [Saccharomyces cerevisiae] 
>gi_172500 (M96571) ribosomal protein S28 [Saccharomyces 
cerevisiae] >gi_1066485 (U40829) 40S ribosomal protein S28 
(Swiss Prot. accession number P32827) [Saccharomyces 
cerevisiae] >gi_1323191_emb_CAA97128_ (Z72903) ORF YGR118w 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49340 

rca700998742.hl 

BLASTX 

gl217967 

360 

1.0e-34 

83 

82 

(X96431) high affinity sulphate transporter [Hordeum 
vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49341 

rca700998773.hl 

BLASTN 

g343498 

51 

6.0e-20 

51 

100 

Tobacco chloroplast Arg-tRNA and Asn-tRNA 4, 
genes 



5S and 5S rRNA 



8026 



Seq. No. 

Seq. ID 

Method 

NCBI'GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49342 

rca700998787.hl 

BLASTX 

g3107905 

168 

3.0e-12 

72 

33 

(D85101) leaf protein [Ipomoea nil] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49343 

rca700998825.hl 

BLASTX 

g2832632 

215 

7.0e-18 

44 
89 

(AL021711) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49344 

rca700998888.hl 

BLASTX 

g2129550 

201 

5.0e-16 

42 

86 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4 45403 4_emb_CAA2 3031. 1_ (AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 



Seq. No. 


49345 


Seq. ID 


rca700998957.hl 


Method 


BLASTX 


NCBI GI 


g3885341 


BLAST score 


209 


E value 


2.0e-24 


Match length 


81 


% identity 


60 


NCBI Description 


(AC005623) unknown protein [Arabidopsis thaliana] 


Seq. No. 


49346 


Seq. ID 


rca700998977.hl 


Method 


BLASTX 


NCBI GI 


g4572569 


BLAST score 


180 


E value 


1.0e-13 


Match length 


56 


% identity 


57 


NCBI Description 


(AJ133789) alpha-glucosidase [Alicyclobacillus 




acidocaldarius] 



8027 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49347 

rca700998983.hl 

BLASTX 

g585649 

191 

7.0e-15 

63 
59 

POLYMYXIN B RESISTANCE PROTEIN KINASE >gi__460913 (J02946) 
putative protein kinase [Saccharomyces cerevisiae] 
>gi 517224 (U12237) Sfs4p [Saccharomyces cerevisiae] 



oeq. lno. 


ft ^Oft O 


Seq. ID 


rca700999004.hl 


Method 


BLASTX 


NCBI GI 


g2316016 


BLAST score 


190 


E value 


1.0e-14 


Match length 


82 


% identity 


55 


NCBI Description 


(U92650) MRP-like 


Seq. No. 


49349 


Seq. ID 


rca700999050.hl 


Method 


BLASTX 


NCBI GI 


g2088650 


BLAST score 


109 


E value 


1.0e-09 


Match length 


65 


% identity 


62 


NCBI Description 


(AF002109) peroxi 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49350 

rca700999165.hl 

BLASTX 

g4512654 

151 

4.0e-13 

60 
70 

(AC007048) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49351 

rca700999272.hl 

BLASTX 

g2492843 

193 

2.0e-15 

71 

59 

PROBABLE ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC 
{TRANSAMINASE A) (GLUTAMATE OXALOACETATE TRANSAMINASE- 1 ) 
>gi_1326254 (U58726) coded for by C. elegans cDNA cm20g8; 
strong similarity to cytoplasmic aspartate aminotransferase 
[Caenorhabditis elegans] 



8028 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49352 

rca700999386 
BLASTX 
g4105147 
174 

4.0e-13 

58 
62 

(AF043595 
precursor 



hi 



xyloglucan-specific endo-beta-1, 4-glucanase 
[Aspergillus aculeatus] 



49353 

rca700999402.hl 

BLASTN 

g2138331 

36 

4.0e-ll 

78 
94 

Emericella nidulans citrate synthase (citA) gene, nuclear 
gene encoding mitochondrial protein, complete cds 

49354 

rca700999412.hl 

BLASTN 

gl2158 

82 

2.0e-38 

174 

87 

Pea gpal gene for subunit A of chloroplast 
glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.13) 



Seq. No. 


49355 


Seq. ID 


rca700999439.hl 


Method 


BLASTX 


NCBI GI 


gl707017 


BLAST score 


311 


E value 


5.0e-29 


Match length 


78 


% identity 


81 


NCBI Description 


(U78721) RNA helicas 


Seq. No. 


49356 


Seq. ID 


rca700999449.hl 


Method 


BLASTX 


NCBI GI 


g4335745 


BLAST score 


146 


E value 


8.0e-10 


Match length 


62 


% identity 


47 


NCBI Description 


(AC006284) putative 



esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 



Seq. No. 



49357 



8029 





rra700999482 hi 


i it; l ii^JkJ. 


LJ JJilkJ X Vi 


NCBI GI 


gl69036 


BLAST score 


46 


E value 


/ . ue-*i / 


Match length 


/ u 


% identity 


y ± 


vi\^0± UCOUI lpLlUIl 


Pl o i TTn c a "f - i T7]iTri T. 
il J LULL OQtlv CULL JJ • 


beq. no. 




c^rr TD 

JC^ . J-U 


rra700999491 hi 


IMC L.liAJv_l 


n> J_r.tt.t_) x /v 


V-/ JJ J. \JJ J_ 




BLAST score 


235 


E value 


6.0e-20 


Match length 


91 


% identity 


45 


NCBI Description 


hypothetical prot 



aldolase gene, 3 T end cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

49359 

rca700999496.hl 

BLASTX 

g4538944 

168 

4.0e-12 

61 
49 

(AL049483) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49360 

rca700999525.hl 

BLASTX 

g4580392 

158 

7.0e-ll 

74 

46 

(AC007171) hypothetical protein [Arabidopsis thaliana] 
49361 

rca700999537.hl 

BLASTX 

g4455329 

152 

2.0e-10 

30 

93 

(AL035525) lysine-ketoglutarate reductase/saccharopine 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



49362 

rca700999590.hl 
BLASTX 



8030 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl710530 
304 

2.0e-28 

53 

98 

60S RIBOSOMAL PROTEIN L27A >gi_2129719__pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49363 

rca700999596.hl 

BLASTX 

g3786314 

325 

2.0e-30 

94 

65 

(AB012141) translation elongation factor3 [Candida 
glabrata] 



Seq. No. 


49364 


Seq. ID 


rca /0U9y9o47.nl 


Method 


BLASTX 


NCBI GI 


g4455188 


BLAST score 


242 


E value 


7.0e-21 


Match length 


70 


% identity 


63 


NCBI Description 


(AL035521) putative protein [Arabidopsis thaliana] 


Seq. No. 


49365 


Seq. ID 


rca700999651.hl 


Method 


BLASTX 


NCBI GI 


g3582340 


BLAST score 


159 


E value 


4.0e-ll 


Match length 


37 


% identity 


84 


NCBI Description 


(AC0054 96) unknown protein [Arabidopsis thaliana] 


Seq. No. 


49366 


Seq. ID 


rca700999713.hl 


Method 


BLASTN 


NCBI GI 


g4406529 


BLAST score 


210 


E value 


1.0e-115 


Match length 


254 


% identity 


96 


NCBI Description 


Vigna radiata rubisco activase (Rca) mRNA, chloropl 




encoding chloroplast protein, complete cds 


Seq. No. 


49367 


Seq. ID 


rca700999789.hl 


Method 


BLASTN 


NCBI GI 


gl498333 


BLAST score 


112 



8031 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-56 

116 

99 

Glycine max actin (Soy57) gene,, partial cds 
49368 

rca700999802.hl 

BLASTN 

gl381085 

70 

3.0e-31 

134 

88 

Pisum sativum imidazoleglycerol-phosphate dehydratase 
(PSHIS3) mRNA, complete cds 

49369 

rca700999815.hl 

BLASTX 

g3355465 

305 

3.0e-28 

77 

74 

(AC004218) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

49370 

rca700999840.hl 

BLASTX 

g3461821 

229 

2.0e-19 

85 
54 

(AC004138) putative nucleoside triphosphatase [Arabidopsis 
thaliana] 

49371 

rca700999866.hl 

BLASTX 

g309673 

291 

1.0e-26 

80 

81 

(L19651) light harvesting protein [Pisum sativum] 
49372 

rca700999916.hl 

BLASTN 

g3334662 

46 

2.0e-17 

86 

88 

G.max mRNA for putative cytochrome P450, clone CP4 



8032 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49373 

rca700999986.hl 

BLASTX 

g!931655 

143 

2.0e-09 

43 

58 

(U95973) receptor-kinase isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49374 

rca700999993.hl 

BLASTX 

gl644291 

159 

1.0e-14 

52 

73 

(Z73295) receptor-like protein kinase 



[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49375 

rca701000005.hl 

BLASTX 

gl781299 

167 

1.0e-16 

54 

69 

(Y09506) transformer-SR ribonucleoprotein [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49376 

rca701000081.hl 

BLASTX 

g3378661 

155 

8.0e-ll 

41 

71 

(Y13048) putative outward rectifying potassium channel 
StKCOl [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49377 

rca701000102.hl 

BLASTX 

g3402684 

187 

2.0e-14 

78 

47 

(AC004 697) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



49378 

rca701000133.hl 

BLASTN 

gl209887 



8033 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



71 

8.0e-32 

211 

90 

Glycine max nonsymbiotic hemoglobin gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49379 

rca701000155.hl 

BLASTX 

g2980641 

191 

8.0e-15 

83 

43 

(Y11250) multi resistance protein [Arabidopsis thaliana] 



Seq. No. 49380 

Seq. ID rca701000182.hl 

Method BLASTX 

NCBI GI g3184096 

BLAST score 204 

E value 2.0e-16 

Match length 83 

% identity 47 

NCBI Description (AL023777) hypothetical protein [Schizosaccharomyces pombe] 

Seq. No. 49381 

Seq. ID rca701Q00211.hl 

Method BLASTX 

NCBI GI g2118328 

BLAST score 154 

E value 1.0e-10 

Match length 62 

% identity 55 

NCBI Description peptidylprolyl isomerase (EC 5.2.1.8) A precursor, 



mitochondrial - cyclosporin fungus (SGC3) 
>gi_642359_emb_CAA88041_ (Z48002) cyclophilin, 
mitochondrial form [Tolypocladium inflatum] 



Seq. No. 49382 

Seq. ID rca701000229.hl 

Method BLASTX 

NCBI GI g3386611 

BLAST score 285 

E value 6.0e-26 

Match length 68 

% identity 68 

NCBI Description (AC004 665) unknown protein [Arabidopsis thaliana] 

Seq. No. 49383 

Seq. ID rca701000252.hl 

Method BLASTN 

NCBI GI g4406529 

BLAST score 88 

E value 2.0e-42 

Match length 128 

% identity 92 



8034 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

49384 

rca701000394.hl 

BLASTX 

g3176711 

242 

8.0e-21 

76 

62 

(AC002392) bZIP-like protein [Arabidopsis thaliana] 
49385 

rca701000415.hl 

BLASTX 

gl931642 

239 

4.0e-21 

65 
80 

(U95973) Ser/Thr protein kinase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49386 

rca701000449.hl 

BLASTX 

g2894606 

227 

3.0e-19 

60 

75 

(AL021889) putative protein [Arabidopsis thalianaj 
49387 

rca701000456.hl 
BLASTX 
~g4417294 
275 

9.0e-25 

82 

68 

(AC007019) hypothetical protein [Arabidopsis thaliana] 
49388 

rca701000510.hl 

BLASTX 

gl353352 

229 

3.0e-19 

87 
63 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 
Seq. ID 



49389 

rca701000559.hl 



8035 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g293056 

100 

4.0e-4 9 

210 

90 

Leishmania amazonensis heat shock protein 70 (hsp70) mRNA, 
complete cds 

49390 

rca701000678.hl 

BLASTN 

gl69157 

78 

5.0e-36 

264 
89 

Pisum sativum serine hydroxymethyltransf erase mRNA, 
complete cds 

49391 

rca701000683.hl 

BLASTX 

g976402 

352 

9.0e-34 

84 

73 

(U31932) amino acid permease 1 [Nicotiana sylvestris] 
>gi_1906549 (U64823) amino acid permease [Nicotiana 
sylvestris] 

49392 

rca701000692.hl 

BLASTX 

g3850818 

300 

1.0e-27 

76 

72 

(Y18349) U2 snRNP auxiliary factor, small subunit [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



49393 

rca701000729.hl 

BLASTN 

g3281845 

43 

4.0e-15 

83 
88 

Arabidopsis thaliana mRNA for LATE ELONGATED HYPOCOTYL MYB 
transcription factor 

49394 

rca701000736.hl 
BLASTX 



8036 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2511715 
288 

2.0e-26 

67 

76 

(AF019380) putative phosphatidylinositol-4-phosphate 
5-kin^se [Arabidopsis thaliana] 

49395 

rca701000820.hl 

BLASTX 

g2507307 

310 

1.0e-28 

96 

65 

60S RIBOSOMAL PROTEIN L3 (TRICHODERMIN RESISTANCE PROTEIN) 

(YL1) (RP1) >gi_2144768_pir R5BY4E ribosomal protein L3.e, 

cytosolic - yeast (Sac char omyces cerevisiae) 
>gi_1420207_emb_CAA99256_ (Z74971) ORF YOR063w 
[Saccharomyces cerevisiae] >gi_2104875_emb_CAA94548__ 
(Z70678) YOR29-14 [Saccharomyces cerevisiae] 

49396 

rca701000857.hl 

BLASTX 

g3269291 

299 

2.0e-27 

89 

65 

(AL030978) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



49397 

rca701000882.hl 

BLASTX 

g231660 

117 

2.0e-09 

92 

47 

HYPOTHETICAL 226 KD PROTEIN (ORF 1901) 
49398 

rca701000943.hl 

BLASTN 

g4406529 

170 

6.0e-91 

249 

92 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

49399 

rca701000966.hl 



8037 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



# • 

BLASTX 

gl621535 

168 

3.0e-12 

39 
79 

(U27231) HSP70 [Trichomonas vaginalis] 
49400 

rca701000977.hl 

BLASTX 

g2119933 

164 

1.0e-ll 

37 

84 

translation initiation factor eIF-4A.ll - common tobacco 



49401 

rca701001013.hl 

BLASTN 

gl814402 

84 

2.0e-39 

266 

86 

Mesembryanthemum crystallinum 
mRNA, complete cds 



methionine synthase (MetE) 



49402 

rca701001026.hl 

BLASTX 

g3776557 

356 

4.0e-34 

94 

77 

(AC005388) Contains similarity to gi_2924495 hypothetical 
protein Rvl920 from Mycobacterium tuberculosis genome 
gb_AL022020. [Arabidopsis thaliana] 

49403 

rca701001046.hl 

BLASTX 

gl514643 

318 

1.0e-29 

94 

60 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 
49404 

rca701001070.hl 

BLASTN 

g218188 

128 

8.0e-66 

8038 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



212 
39 

Rice mRNA for poly-ubiquitin, partial sequence 
49405 

rca701001111.hl 

BLASTX 

g3142300 

359 

2.0e-34 

76 

54 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb__R64 908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 

49406 

rca701001143.hl 

BLASTX 

g2341045 

163 

2.0e-ll 

89 

37 

(AC000104) F19P19.16 [Arabidopsis thaliana] 
49407 

rca701001144.hl 

BLASTN 

g4406529 

140 

5.0e-73 

275 

88 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

49408 

rca701001159.hl 

BLASTX 

gl21115 

205 

2.0e-16 

75 

55 

GELATION FACTOR (ACTIN BINDING PROTEIN 120) (ABP-120) 

>gi_84108_pir S05943 gelation factor - slime mold 

(Dictyostelium discoideum) >gi_7286_erab_CAA33471_ (X15430) 
gelation factor (AA 1 - 857) [Dictyostelium discoideum] 

49409 

rca701001191.hl 

BLASTX 

gll5593 

184 

5.0e-14 



8039 



Match length 

% identity 

NCBI Description 



51 
69 

F- ACT IN CAPPING PROTEIN ALPHA SUBUNIT (CAP34) 

>gi_483087_pir B61042 Ca2+-independent f -act in-capping 

protein 34K chain - slime mold (Dictyostelium discoideum) 
>gi_167682 (M25132) CAP 3 4 protein [Dictyostelium 
discoideum] 



Seq. No. 


A A / 1 A 

49410 


Seq. ID 


T A 1 A A "1 A 1 A 1 

rca/ 010 012 12 .hi 


Method 


BLASTX 




g44oo^<c4 


oiaAbJ. score 


1 /I >1 
14 4 


E value 


3.0e-09 


Match length 


75 


% identity 


4 1 


NCBI Description 


(ALUoo44u) putative protein [AraDiaopsis tnaiianaj 


Seq. No. 


49411 


Seq. ID 


rca701001227 .hi 


Method 


BLASTX 


NCBI GI 


g4063762 


BLAST score 


137 


E value 


5 . 0e-10 


Match length 


77 


% identity 


47 


NCBI Description 


(AC005561) putative retrotransposon [Arabidopsis thaliana] 


Seq. No. 


49412 


Seq. ID 


rca701001234 .hi 


Method 


BLASTN 


NCBI GI 


g984307 


BLAST score 


88 


E value 


2.0e-42 


Match length 


124 


% identity 


93 


NCBI Description 


Glycine max ribosomal protein SI 6 (rpsl6) gene, partial 




cds, beta-carboxyltransf erase (accD) , photosystem I 




component (psal) , ORF protein (ORF zOi) , ORF lol 




protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 




precurso 


Seq. No. 


49413 


Seq. ID 


rca701001255.hl 


Method 


BLASTN 


NCBI GI 


g4455262 


BLAST score 


36 


E value 


3.0e-ll 


Match length 


104 


% identity 


84 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F17L22 




(ESSAII project) 



Seq. No. 49414 

Seq. ID rca701001260.hl 

Method BLASTX 

NCBI GI g3540195 



8040 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



327 

9.0e-31 
88 

36 " 

(AC004260) Unknown protein [Arabidopsis thaliana] 
49415 

rca701001275.hl 

BLASTX 

g4185131 

151 

3.0e-15 

81 

62 

(AC005724) putative zinc finger protein [Arabidopsis 
thaliana] 

49416 

rca701001311.hl 

BLASTN 

g!6508 

84 

2.0e-39 

200 

85 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 



Seq. No. 


49417 


Seq. ID 


rca701001323.hl 


Method 


BLASTX 


NCBI GI 


g3831469 


BLAST score 


143 


E value 


4.0e-09 


Match length 


96 


% identity 


30 


NCBI Description 


(AC005700) hypothetical 


Seq. No. 


49418 


Seq. ID 


rca701001355.hl 


Method 


BLASTX 


NCBI GI 


g2190187 


BLAST score 


213 


E value 


2.0e-17 


Match length 


70 


% identity 


60 


NCBI Description 


(D64087) nuclear matrix 




[Daucus carota] 


Seq. No. 


49419 


Seq. ID 


rca701001416.hl 


Method 


BLASTN 


NCBI GI 


g343022 


BLAST score 


159 


E value 


2.0e-84 


Match length 


257 



1 (NMCP1) 



8041 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI .Description 



94 

Pea chloroplast photosystem II gene encoding the D2 and 
44kd chlorophyll a-binding proteins, complete cds 

49420 

rca701001429.hl 

BLASTX 

g3269287 

196 

2.0e-30 

90 

76 

(AL030978) GH3 like protein [Arabidopsis thaliana] 
49421 

rca701001484.hl 

BLASTX 

gl345837 

239 

2.0e-20 

86 

53 

PHYTOENE DEHYDROGENASE (PHYTOENE DESATURASE) >gi_433145 
(U03903) phytoene dehydrogenase [Cercospora nicotianae] 



Seq. No. 


49422 


Seq. ID 


rca701001486.hl 


Method 


BLASTX 


NCBI GI 


g2244890 


BLAST score 


104 


E value 


1.0e-09 


Match length 


64 


% identity 


50 


NCBI Description 


(Z 97338) unnamed 


Seq. No. 


49423 


Seq. ID 


rca70l001577.hl 


Method 


BLASTX 


NCBI GI 


g2911047 


BLAST score 


146 


E value 


3.0e-14 


Match length 


60 


% identity 


75 


NCBI Description 


(AL021961) putat 


Seq. No. 


49424 


Seq. ID 


rca701001584.hl 


Method 


BLASTX 


NCBI GI 


gl871187 


BLAST score 


143 


E value 


3.0e-09 


Match length 


60 


% identity 


35 


NCBI Description 


(U90439) unknown 


Seq. No. 


49425 


Seq. ID 


rca701001589.hl 



8042 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4378663 

193 

5.0e-29 

81 
68 

(AF107765) 



cytochrome P450 [Prunus dulcis] 



49426 

rca701001616.hl 

BLASTX 

g3047111 

227 

3.0e-19 

59 

66 

(AF058919) No definition line 



found [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



49427 

rca701001637.hl 

BLASTX 

gl710055 

155 

1.0e-10 

53 

57 

RDS1 PROTEIN >gi__1363621_pir S58477 rdsl protein - fission 

yeast (Schizosaccharomyces pombe) >gi_1184029_emb_CAA54544_ 
(X77328) rdsl [Schizosaccharomyces pombe] 

49428 

rca701001676.hl 

BLASTN 

gl065907 

138 

7.0e-72 

210 

91 

Pisum sativum chloroplast processing enzyme mRNA, nuclear 
gene encoding chloroplast protein, complete cds 

49429 

rca701001891.hl 

BLASTX 

g3877973 

151 

5.0e-20 

81 

55 

(Z81095) Similarity to Rat Acyl-CoA oxidase I 
(SW:CA01_RAT) ; cDNA EST EMBL:D71772 comes from this gene; 
cDNA EST EMBL:D74459 comes from this gene; cDNA EST 
yk470g3.3 comes from this gene; cDNA EST yk4 70g3.5 comes 
from this gene 

49430 

rca701001925.hl 



8043 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3763927 

149 

4.0e-10 

35 
77 

(AC004450) putative carboxyphosphoenolpyruvate mutase 
[Arabidopsis thaliana] 

49431 

rca701001948.hl 

BLASTX 

g4056552 

193 

3.0e-15 

50 

70 

(AL034583) putative nucleotide binding protein 
[Schizosaccharomyces pombe] 

49432 

rca701001988.hl 

BLASTN 

g4336433 

34 

6.0e-10 

133 

82 

Lotus japonicus nodule-enhanced protein phosphatase type 
(NPP2C1) mRNA, complete cds 

49433 

rca701002038.hl 

BLASTX 

g2501578 

280 

3.0e-25 

62 

92 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



49434 

rca701002093.hl 

BLASTX 

g3646453 

172 

7.0e-13 

63 

56 

(AL031603) putative succinate dehydrogenase cytochrome b 
subunit precursor [Schizosaccharomyces pombe] 

49435 

rca701002122.hl 



8044 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2980770 

245 

3.0e-21 

75 

52 

(AL022198) 



putative protein kinase [Arabidopsis thaliana] 



49436 

rca701002210.hl 

BLASTX 

g3150405 

182 

5.0e-14 

63 

59 

(AC004165) putative indole-3-acetate 
beta-glucosyltransferase [Arabidopsis thaliana] 

49437 

rca701002231.hl 

BLASTX 

g585957 

238 

1.0e-20 

62 

68 

PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT 

>gi_34 6439_pir A44170 membrane -bound ribosome-associated 

translocating polypeptide Sec61p - dog >gi_164070 (M96629) 
homologue to sec61 [Canis familiaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



49438 

rca701002234.hl 

BLASTN 

gl69036 

36 

6.0e-ll 

48 
94 

Pisum sativum L. 



aldolase gene, 3 1 end cds 



49439 

rca701002309.hl 

BLASTN 

gl419473 

35 

2.0e-10 

88 

93 

A. thaliana chloroplast ndhA gene 
49440 

rca701002310.hl 

BLASTX 

gl076632 

390 



8045 



E value 
Match length 
% identity 
NCBI Description 



3.0e-38 

85 

88 

protein kinase - common tobacco >gi_506534_emb_CAA5037 4_ 
(X71057) protein kinase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49441 

rca701002370.hl 

BLASTX 

g266731 

140 

9.0e-14 

57 

75 

PHENYLALANINE 
phenylalanine 



1 >gi_282927 
(EC 4.3.1.5)' 



_pir S25303 

- garden pea 



AMMONIA- LYASE 
amrrton i a - 1 y a s e 
>gi_217980_dbj_BAA00885__ (D10001) phenylalanine 
ammonia-lyase [Pisum sativum] >gi_217 982_dbj__BAA0088 6_ 
(D10002) phenylalanine ammonia-lyase [Pisum sativum] 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49442 

rca701002372.hl 

BLASTX 

g2194125 

409 

2.0e-40 

80 

86 

(AC002062) ESTs gb_R30459, gb_N3844 1 come from this gene. 
[Arabidopsis thaliana] 



Seq* No. 


49443 


Seq. ID 


rca701002375.hl 


Method 


BLASTX 


NCBI GI 


g2316024 


BLAST score 


371 


E value 


6.0e-36 


Match length 


87 


% identity 


79 


NCBI Description 


(U96400) MRP-like ABC transport 


Seq. No. 


49444 


Seq. ID 


rca701002387.hl 


Method 


BLASTX 


NCBI GI 


g3337367 


BLAST score 


284 


E value 


7.0e-26 


Match length 


75 


% identity 


68 


NCBI Description 


(AC004481) hypothetical protein 


Seq. No. 


49445 


Seq. ID 


rca701002395.hl 


Method 


BLASTX 


NCBI GI 


gl408322 


BLAST score 


217 


E value 


4.0e-18 



[Arabidopsis thaliana] 



8046 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 
67 

(D86351) 



cytochrome P-450 (CYP93A2) [Glycine max] 



transporter [Vitis vinifera] 



49446 

rca701002419.hl 

BLASTX 

g4138724 

136 

2.0e-ll 

83 
48 

(AJ001061) hexose 
49447 

rca701002454.hl 

BLASTX 

g2133295 

177 

5.0e-15 



52 

maackiain detoxification protein 1 
haematococca) >gi_1019889 (U35892) 
flavin-containing mono-oxygenase [Nectria haematococca] 

49448 

rca701002473.hl 

BLASTN 

g2511696 

47 

1.0e-17 

162 
83 

Phaseolus vulgaris Moldavian encoding asparagine-specif ic 
endopeptidase precursor (clone cp6b) 



- fungus (Nectria 
predicted 



Seq. No. 


49449 


Seq. ID 


rca701002488.hl 


Method 


BLASTN 


NCBI GI 


gl419473 


BLAST score 


117 


E value 


3.0e-59 


Match length 


168 


% identity 


93 


NCBI Description 


A.thaliana chloroplast ndhA 


Seq. No. 


49450 


Seq. ID 


rca701002491.hl 


Method 


BLASTX 


NCBI GI 


gl019946 


BLAST score 


146 


E value 


8.0e-19 


Match length 


60 


% identity 


81 


NCBI Description 


(U37060) ascorbate peroxidas 



[Gossypium hirsutum] 



8047 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49451 

rca701002492.hl 

BLASTX 

gl708236 

147 

1.0e-09 

56 

59 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-COA SYNTHASE) 
(3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi__2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 
>gi_1143390_emb_CAA58763_ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi_1586548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 



Seq. No. 


49452 


Seq. ID 


rca701002505.hl 


Method 


BLASTX 


NCBI GI 


gl66949 


BLAST score 


185 


E value 


4.0e-14 


Match length 


58 


% identity 


59 


NCBI Description 


(M32885) cytochrome P-450LXXIA1 (cyp71Al) [Persea 




americana] 


Seq. No. 


49453 


Seq. ID 


rca701002507.hl 


Method 


BLASTX 


NCBI GI 


g2160173 


BLAST score 


162 


E value 


2.0e-ll 


Match length 


69 


% identity 


5 


NCBI Description 


(AC000132) Similar to N. tabacum salt-inducible prote 




(gb_U08285) . [Arabidopsis thaliana] 


Seq. No. 


49454 


Seq. ID 


rca701002621.hl 


Method 


BLASTN 


NCBI GI 


g3452090 


BLAST score 


79 


E value 


1.0e-36 


Match length 


123 


% identity 


91 


NCBI Description 


Glycine max mRNA for rudimentary enhancer, partial 


Seq. No. 


49455 


Seq. ID 


rca701002631.hl 


Method 


BLASTX 


NCBI GI 


gl311386 


BLAST score 


281 


E value 


2.0e-25 


Match length 


79 


% identity 


62 



8048 



NCBI Description 



Cyanogenic Beta-Glucosidase Mol_id: 1; Molecule: Cyanogenic 
Beta-Glucosidase; Chain: Null; Ec: 3.2.1.21 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity* 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49456 

rca701002660.hl 

BLASTX 

g2130944 

264 

1.0e-23 

71 

75 

(AB004060) sulfate transporter [Arabidopsis thaliana] 
>gi_2262137_gb_AAC78252.1_AAC78252 (AC002330) sulfate 
transporter protein [Arabidopsis thaliana] 

49457 

rca701002673.hl 

BLASTX 

g2833380 

231 

9.0e-20 

49 

88 

RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 2 (PHOSPHORIBOSYL 
PYROPHOSPHATE SYNTHETASE 2) (PRS II) 

>gi_2146772_pir S71262 ribose-phosphate pyrophosphokinase 

(EC 2.7.6.1) II - Arabidopsis thaliana (fragment) 
>gi_1064885_emb_CAA63552_ (X92974) phosphoribosyl 
pyrophosphate synthetase II [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49458 

rlr700895314.hl 

BLASTX 

gl711036 

208 

8.0e-17 

76 

60 

(U78952) hydroxyproline rich glycoprotein PsHRGPl [Pisum 
sativum] 

49459 

rlr700895329.hl 

BLASTX 

g730645 

201 

5.0e-16 

64 

67 

40S RIBOSOMAL PROTEIN S15 >gi_629556__pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7 044 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



8049 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49460 

rlr700895340.hl 

BLASTX 

gl709001 

92 

3.0e-09 

65 

60 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_2129888_pir S66351 methionine adenosyltransf erase (EC 

2.5.1.6) 1 - garden pea (fragment) >gi_609223_eirib_CAA57580_ 
(X82076) methionine adenosyltransf erase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49461 

rlr700895353.hl 

BLASTX 

g3805956 

361 

8.0e-35 

80 

81 

(Y13769) laccase 



[Populus balsamifera subsp. trichocarpa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49462 

rlr700895371 
BLASTX 
g!619321 
136 

1.0e-09 

80 

44 

(Y07563) hinl 



hi 



[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49463 

rlr700895420.hl 

BLASTX 

g4335773 

164 

5.0e-19 

78 

73 

(AC006284) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49464 

rlr700895473.hl 

BLASTX 

g2181186 

280 

3.0e-25 

84 

63 

(X97323) outward rectifying potassium channel KCOl 
[Arabidopsis thaliana] >gi_22307 61_emb_CAA69158_ (Y07825) 
kcol [Arabidopsis thaliana] 



8050 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49465 

rlr700895485.hl 

BLASTX 

gl850546 

138 

1.0e-08 

42 
67 

(U88045) syntaxin related protein AtVam3p [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49466 

rlr700895587.hl 

BLASTN 

g256142 

212 

1.0e-116 

224 

99 

cytosolic glutamine synthetase 
Prize, mRNA, 1450 nt] 



[Glycine max=soybeans, var 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49467 

rlr700895592.hl 

BLASTX 

g3924596 

189 

9.0e-15 

62 
66 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49468 

rlr700895663.hl 

BLASTN 

g4049332 

57 

1.0e-23 

141 

85 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F8B4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49469 

rlr700895705.hl 

BLASTX 

g2804278 

311 

2.0e-33 

87 

85 

(AB003516) squalene epoxidase 



[Panax ginseng] 



Seq. No. 
Seq. ID 
Method 



49470 

rlr700895726.hl 
BLASTX 



8051 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g4432846 
182 

8.0e-14 

86 

49 

(AC006283) unknown protein [Arabidopsis thaliana] 
49471 

rlr700895871.hl 

BLASTN 

g2924257 

62 

2.0e-26 

106 

90 

Tobacco chloroplast genome DNA 
49472 ~ 

rlr700895904.hl 

BLASTX 

g3850573 

236 

3.0e-20 

82 

58 

(AC005278) Similar to gi_16527 33 glycogen operon protein 
GlgX from Synechocystis sp. genome gb_D90908. ESTs 
gb_H36690, gb_AA712462, gb_AA651230 and gb_N95932 come from 
this gene. [Arabidopsis thaliana] 

49473 

rlr700895907.hl 

BLASTX 

g2914707 

200 

6.0e-16 

81 

5 

(AC003974) putative disease resistance protein {Cf-2.2} 
[Arabidopsis thaliana] >gi_3298554 (AC004681) putative 
disease resistance protein [Arabidopsis thaliana] 

49474 

rlr700895940.hl 

BLASTX 

g2827466 

162 

1.0e-ll 

67 

46 

(AF044253) potassium channel beta 2 subunit [Homo sapiens] 
49475 

rlr700895946.hl 

BLASTX 

g2288986 

150 



8052 



E value 4.0e-10 

Match length 35 

% identity 74 

NCBI Description (AC002335) glyoxalase II isolog [Arabidopsis thaliana] 

Seq. No. 49476 

Seq. ID rlr700896008.hl 

Method BLASTX 

NCBI GI g2245136 

BLAST score 201 

E value 5.0e-16 

Match length 70 

% identity 61 

NCBI Description (Z97344) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 

Seq. No. 49477 

Seq. ID rlr700896016.hl 

Method BLASTN 

NCBI GI gl6508 

BLAST score 70 

E value 3.0e-31 

Match length 158 

% identity 86 

NCBI Description A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 

Seq. No. 49478 

Seq. ID rlr700896131.hl 

Method BLASTX 

NCBI GI g3894169 

BLAST score 216 

E value 8.0e-18 

Match length ^51 

% identity 73 

NCBI Description (AC005312) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 49479 

Seq. ID rlr700896167.hl 

Method BLASTX 

NCBI GI g3335350 

BLAST score 203 

E value 3.0e-17 

Match length 82 

% identity 67 

NCBI Description (AC004512) Similar to gb_Z84386 anthranilate 

N-hydroxycinnamoyl/benzoyltransferase from Dianthus 
caryophyllus . [Arabidopsis thaliana] 

Seq. No. 49480 

Seq. ID rlr700896224.hl 

Method BLASTX 

NCBI GI g2894603 

BLAST score 151 

E value 1.0e-12 

Match length 55 



8053 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

64 

(AL021889) putative protein [Arabidopsis thaliana] 
49481 

rlr700896232.hl 

BLASTX 

g3183617 

215 

9.0e-18 

45 

84 

(AJ005586) MYB-related transcription factor [Antirrhinum 
ma jus] 

49482 

rlr700896256.hl 

BLASTX 

g3643593 

229 

2.0e-19 

52 
87 

(AC005395) hypothetical protein [Arabidopsis thaliana] 



49483 

rlr700896274.hl 

BLASTX 

g3935181 

386 

7.0e-38 

77 

92 

(AC004557) F17L21.24 



[Arabidopsis thaliana] 



49484 

rlr700896308.hl 

BLASTX 

g4335742 

148 

8.0e-10 

48 

60 

(AC006248) putative AR781 



[Arabidopsis thaliana] 



49485 

rlr700896337.hl 

BLASTX 

g2497366 

232 

9.0e-20 

77 

61 

INTERFERON-GAMMA INDUCIBLE PROTEIN MG11 

>gi_2137851_pir 149127 unknown intracellular protein - 

mouse >gi_558903 (U15635) unknown intracellular protein 
[Mus mus cuius] 



8054 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49486 

rlr700896429.hl 

BLASTX 

g3882321 

184 

5.0e-14 

83 

51 

(AB018343) KIAA0800 protein [Homo sapiens] 



49487 

rlr700896434.hl 

BLASTN 

g2565339 

86 

8.0e-41 

210 

85 

Lupinus luteus ribosomal protein S14 
cds 



(rps!4) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



49488 

rlr700896459.hl 

BLASTX 

gl922938 

304 

4.0e-28 

84 

70 

(AC000106) Similar to Caenorhabditis hypothetical protein 
C07A9.11 <gb_Z29094). [Arabidopsis thaliana] 

49489 

rlr700896469.hl 

BLASTN 

g!6508 

91 

9.0e-44 

195 

87 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077__ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 

49490 

rlr700896546.hl 

BLASTN 

gl69056 

78 

5.0e-36 

209 

84 

P. sativum carbonic anhydrase mRNA, complete cds 
49491 

rlr700896559.hl 
BLASTN 



8055 





11 


NCBI GI 


gl70059 


BLAST score 


172 


E value 


4.0e-92 


Match length 


209 


% identity 


96 


NCBI Description 


Soybean 
cds 



(G.max L.) beta-tubulin 




(S-beta-1) gene, complete 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49492 

rlr700896594.hl 

BLASTX 

g2642433 

220 

2.0e-18 

78 

19 

(AC002391) putative 
thaliana] 



receptor protein 



kinase [Arabidopsis 



Seq. No. 49493 

Seq. ID rlr700896663.hl 

Method BLASTX 

NCBI GI g81755 

BLAST score 286 

E value 6.0e-26 

Match length 87 

% identity 7 

NCBI Description 33K hydroxyproline-rich glycoprotein - soybean (fragment) 

Seq. No. 49494 

Seq. ID rlr700896705.hl 

Method BLASTX 

NCBI GI gl945279 

BLAST score 324 

E value 2.0e-30 

Match length 82 

% identity 68' - ^ 

NCBI Description (Y11350) myb factor [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49495 

rlr700896714.hl 

BLASTX 

g729092 

416 

3.0e-41 

89 

84 

CALCIUM-DEPENDENT PROTEIN KINASE, ISOFORM AK1 (CDPK) 

>gi_477484__pir A49082 calcium-dependent protein kinase 

isoform AK1 - Arabidopsis thaliana >gi_304105 (L14771) 
calcium- dependent protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



49496 

rlr700896781.hl 

BLASTX 

g4455280 

143 



8056 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-09 

61 

46 

(AL035527) putative protein [Arabidopsis thaliana] 
49497 

rlr700896805.hl 

BLASTX 

g4191774 

363 

5.0e-35 

84 

76 

(AC005917) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49498 

rlr700896843.hl 

BLASTN 

gl8764 

137 

3.0e-71 

201 

92 

G.max tefSl gene for elongation factor EF-la 
49499 

rlr700896888.hl 

BLASTX 

gl418990 

171 

1.0e-12 

52 

58 

(Z75524) unknown [Lycopersicon esculentum] 



49500 

rlr700896895.hl 

BLASTX 

g2832658 

163 

1.0e-ll 

75 
47 

(AL021710) putative protein 



[Arabidopsis thaliana] 



49501 

rlr700896980.hl 

BLASTN 

g21981 

41 

5.0e-14 

41 

100 

V.angustifolia 25S/18S rRNA intergenic spacer DNA 



Seq. No. 



49502 



8057 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



rlr700897085.hl 

BLASTN 

g3273242 

61 

7.0e-26 

113 

88 

Oryza sativa mRNA for NLS receptor , complete cds 



49503 

rlr700897142.hl 

BLASTX 

g3043529 

145 

2.0e-21 

86 

58 

(AJ002204) polyamine oxidase 



[Zea mays] 



49504 

rlr700897161.hl 

BLASTN 

g463251 

70 

3.0e-31 

137 

89 

M. sativa (Nagyszenasi) mRNA for ribosomal protein RL5 
49505 

rlr700897181.hl 

BLASTN 

g255407 

185 

1.0e-100 

220 

17 

repetitive proline-rich protein {cDNA clone 1A10-2} 
[Glycine max=soybeans , axes germinated for 31 hours, mRNA, 
943 nt] 

49506 

rlr700897209.hl 

BLASTX 

g!669655 

211 

3.0e-17 

49 

73 

(X95962) CER3 [Arabidopsis thaliana] 
49507 

rlr700897212.hl 

BLASTN 

g455949 

55 

3.0e-22 



8058 



# 



Match length 


00 


% identity 


1UU 


NOBI Description 


18 S rRNA {3 T region} [Glycine max^soybeans, 




leaves, rKNA irarriai, ill ntj 


Seq. No. 


^ AC no 

49508 


beq. id 


nr / uutsy / zoo .ni 


Method. 


DT 7\ CrpM 

DlLrtblJN 


iNU-Dl (j1 


rvO A A A A 1 ^ 
gZ4 4 4 410 


rj-biioi score 


1 QQ 

io y 


E value 


1.0e-102 


Match length 


241 


% identity 


yo 


NCBI Description 


Gleditsia australis NADH dehydrogenase-like 




gene, chloroplast gene encoding chloroplast 




partial cds 


Seq. No. 


a n c a n 

49509 


beq. ID 


nr / uuoy / oui . ni 


ixiet no q 


OT 7V Qft\T 

DltHb llN 


NCBI GI 


gl370284 


BLAST score 


69 


E value 


i . ue-ou 


Match length 


165 


% identity 


85 


NuBi Description 


P. sativum mRNA for glutathione reductase 


Seq. No. 


49510 


Seq. ID 


rlr/00897392 .hi 


Method 


DT 7V C TV 


NCBI GI 


g2213608 


BLAST score 


180 


E value 


1 . Oe-lo 


Match length 


76 


% identity 


42 


NCBI Description 


(ACOOOlOo) Fzijy.z LAraoiaopsis tnaiianaj 


Seq. No. 


49511 


beq. ID 


rlr /OOoy/oyb. nl 


Method 


"DT 7V C TV 


JNurJl bl 


go4ziiU4 


BLAST score 


212 


E value 


2.0e-17 


Match length 


A O 

4o 


% identity 


0 0 
00 


NCBI Description 


(AF043531) 20S proteasortie beta subumt PBB2 




thaliana] 


Seq. No. 


49512 


Seq. ID 


rlr700897421 .hi 






NCBI GI 


gl66421 


BLAST score 


90 


E value 


4.0e-43 


Match length 


166 


% identity 


89 



Pella 86, 



(ndhF) 



[Arabidopsis 



NCBI Description Medicago sativa ubiquitin carrier protein mRNA, complete 



8059 



cds 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



49513 

rlr700897451.hl 

BLASTX 

g2598589 

270 

4.0e-24 

90 

59 

(Y15367) MtN19 



[Medicago truncatula] 



49514 

rlr700897525.hl 

BLASTX 

g3776029 

331 

3.0e-31 

90 

89 

(AJ010476) RNA helicase 



[Arabidopsis thaliana] 



49515 

rlr700897567 
BLASTX 
g2252831 
262 

4.0e-23 

88 

60 

(AF013293) No 



hi 



definition line found [Arabidopsis thaliana] 



49516 

rlr700897586.hl 

BLASTX 

g4510345 

180 

1.0e-13 

33 
94 

(AC006921) unknown protein [Arabidopsis thaliana] 
49517 

rlr700897587.hl 

BLASTN 

g3510337 

51 

7.0e-20 

167 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19E20, complete sequence [Arabidopsis thaliana] 

49518 

rlr700897641.hl 

BLASTX 

g2062173 



8060 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



328 

6.0e-31 

86 

83 

(AC001645) 
thaliana] 



cell division protein FtsH isolog [Arabidopsis 



beg, no - 




beg, id 


rj_r / uuo-? / o f± *± .in 


Method 


DT 7\ CrpY 

oliAbiA 


NLrSl bl 




DLufibi score 


^79 
Sic. 


E value 


3 . US j o 


Match length 


77 


% identity 


82 


NCBI Description 


lAiiUo344Uj pui.ar.ive protein 


Seg. No. 




beg. lu 


v-7PiPiQ Q7 £7 Q "hi 

rxr / uuc> y / o / y . ni 


Method 


BLASTX 


NCBI GI 


g41ooo4d 


BLAST score 




E value 


o . ue—u y 


Matcn iengtn 


Jo 


% identity 


75 


NCBI Description 


(AJ011979) RNA-directed RNA 


Seg. No. 


49521 


Seg. ID 


rlr 700o y /oyo . nl 


Method 


oLiAb 1 A 


NCBI GI 


g23470ob 


BLAST score 


1 c c 

loo 


E value 


o . ue-±i 


i v iat.cii lenytn 


o i 


% identity 


59 


NCBI Description , 


(U72765) non-specific lipid 




[Phaseolus vulgaris] 


Seg. No. 


49522 


Seg. ID 


rlr700897780.hl 


Method 


BLASTX 


NCBI GI 


g4512657 


BLAST score 


163 


E value 


1.0e-ll 


Match length 


61 


% identity 


48 



[Petunia x hybrida] 



NCBI Description 



Seg. No. 
Seg. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(AC006931) putative APG protein [Arabidopsis thaliana] 
>gi_4544463_gb_AAD22370.1_AC006580_2 (AC006580) putative 
APG isolog protein [Arabidopsis thaliana] 

49523 

rlr700897860.hl 

BLASTX 

gll68609 

300 

1.0e-27 
78 



8061 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

AUXIN-RESISTANCE PROTEIN AXR1 >gi_479664_pir S35071 

auxin-resistance protein AXRl - Arabidopsis thaliana 
>gi_304104 (L13922) ubiquitin-activating enzyme El 
[Arabidopsis thaliana] >gi_2388579 (AC000098) Match to 
Arabidopsis AXRl ( gb_ATHAXRl 122) . [Arabidopsis thaliana] 

>gi_448755_prf 1917337A ubiquitin-activating enzyme El 

[Arabidopsis thaliana] 

49524 

rlr700897931.hl 

BLASTX 

g3036805 

161 

2.0e-ll 

32 
88 

(AL022373) thaumatin-like protein [Arabidopsis thaliana] 
49525 

rlr700898043.hl 

BLASTX 

g4115536 

204 

2.0e-16 

50 
78 

(AB012115) UDP-glycose:flavonoid glycosyltransf erase [Vigna 
mungo] 

49526 

rlr700898141.hl 

BLASTN 

gl70073 

42 

8.0e-15 

78 
95 

Soybean calmodulin (SCaM-3) mRNA, complete cds 



Seq. No. 49527 

Seq. ID rlr700898146.hl 

Method BLASTX 

NCBI GI g3834323 

BLAST score 347 

E value 4.0e-33 

Match length 87 

% identity 68 

NCBI Description (AC005679) F9K20.25 [Arabidopsis thaliana] 

Seq. No. 49528 

Seq. ID rlr700898156.hl 

Method BLASTX 

NCBI GI gll42619 

BLAST score 185 

E value 2.0e-23 

Match length 78 



8062 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

(U1834 8) phaseolin G-box binding protein PG1 [Phaseolus 
vulgaris] 

49529 

rlr700898178.hl 

BLASTN 

g497119 

58 

4.0e-24 

102 

90 

Pisum sativum monodehydroascorbate reductase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49530 

rlr700898322.hl 

BLASTN 

g609224 

62 

2.0e-26 

146 

86 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



49531 

rlr700898334.hl 

BLASTX 

g730583 

168 

4.0e-12 

48 

73 

60S ACIDIC RIBOSOMAL PROTEIN P2 >gi_5512 67_emb_CAA55047_ 
(X78213) 60s acidic ribosomal protein P2 [Parthenium 
argentatum] 



49532 

rlr700898354.hl 

BLASTN 

gl208702 

79 

1.0e-36 

161 

99 

Glycine max histone 
49533 

rlr700898375.hl 

BLASTN 

gl2182 

73 

2.0e-33 

116 

91 



H3 gene, partial cds, clone H3-DMAX 



8063 



NCBI Description P. sativum chloroplast DNA of the single ribosomal RNA 
operon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



49534 

rlr700898383.hl 

BLASTX 

g3122333 

159 

4.0e-ll 

44 
66 

PUTATIVE 3-IS0PR0PYLMALATE DEHYDRATASE LARGE SUBUNIT 
(ISOPROPYLMALATE I SOME RASE) (ALPHA- I PM ISOMERASE) (IPMI) 
>gi_2648330 (AE000954) 3-isopropylmalate dehydratase, large 
subunit (leuC) [Archaeoglobus fulgidus] 

49535 

rlr700898455.hl 

BLASTN 

g!675195 

57 

2.0e-23 

165 

85 

Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 
complete cds 

49536 

rlr700898456.hl 

BLASTX 

g2829918 

152 

2.0e-10 

57 
58 

(AC002291) similar to "tub" protein gp_U82468_2072162 
[Arabidopsis thaliana] 

49537 

rlr700898470.hl 

BLASTN 

gl69984 

54 

9.0e-22 

148 
92 

Soybean (Glycine max) 
(Gmhspl7.6~L) 

49538 

rlr700898484.hl 
BLASTN 
g2055229 
40 

2.0e-13 
100 
85 



low MW heat shock protein gene 



8064 



NCBI Description Soybean mRNA for SRC2, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49539 

rlr700898493.hl 

BLASTX 

g3935169 

162 

1.0e-ll 

35 
86 

(AC004557) F17L21, 



12 [Arabidopsis thaliana] 



49540 

rlr700898533.hl 

BLASTX 

g!117778 

408 

3.0e-40 

88 

85 

(D4 9366) 4-coumarate:CoA ligase 
erythrorhizon] 



[ L i t ho sp e rmum 



49541 

rlr700898561.hl 

BLASTX 

g2072986 

188 

9.0e-15 

39 
90 

(U95142) putative G-protein-coupled receptor [Arabidopsis 
thaliana] >gi_2072988 (U95143) putative G-protein-coupled 
receptor [Arabidopsis thaliana] 



Seq. No. 


49542 


Seq. ID 


rlr700898569.hl 


Method 


BLASTX 


NCBI GI 


g3928150 


BLAST score 


262 


E value 


3.0e-23 


Match length 


64 


% identity 


80 


NCBI Description 


(AJ131049) hypotheti 


Seq. No. 


49543 


Seq. ID 


rlr700898590.hl 


Method 


BLASTX 


NCBI GI 


g3153889 


BLAST score 


393 


E value 


1.0e-38 


Match length 


85 


% identity 


85 


NCBI Description 


(AF065444) root iron 


Seq. No. 


49544 


Seq. ID 


rlr700898691.hl 



[Cicer arietinum] 



[Pisum sativum] 



8065 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3241927 

45 

2.0e-16 

61 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTE17 , complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 


49545 


Seq. ID 


rlr700898772 .hi 


Method 


BLASTN 




gz y b4 u o 


dLAoI score 




E value 


1.0e-124 


Match length 


248 


% identity 


98 


NCBI Description. 


G.max ADR12 mRNA 


Seq. No. 


49546 


Seq. ID 


rlr700898773.hl 


Method 


BLASTX 


NCBI GI 


g2493895 


BLAST score 


153 


E value 


2.0e-10 


Match length 


71 


% identity 


51 


NCBI Description 


CYSTEINE SYNTHASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



( O-ACETYLSERINE SULFHYDRYLASE) 
{ O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 

>gi_1071911_pir S4 6438 cysteine synthase (EC 4.2.99.8) 

watermelon >gi_5404 97_dbj_BAA05965_ (D28777) cysteine 
synthase [Citrullus lanatus] 

49547 

rlr700898925.hl 

BLASTX 

gl297359 

172 

4.0e-21 

67 
71 

(U53701) alcohol dehydrogenase 2d [Gossypium hirsutum] 
49548 

rlr700898932.hl 

BLASTX 

g3858937 

116 

5.0e-10 

67 

61 

(AL021636) putative protein [Arabidopsis thaliana] 
49549 

rlr700899019.hl 

BLASTN 

g3021337 



8066 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

2.0e-47 

229 

86 

Cicer arietinum mRNA for cytosolic 
fructose-1, 6-bisphosphate aldolase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49550 

rlr700899096.hl 

BLASTX 

gl946366 

290 

2.0e-26 

86 

71 

(U93215) unknown protein [Arabidopsis thaliana] 
49551 

rlr700899111.hl 

BLASTX 

g2493318 

168 

2.0e-18 

64 

76 

BLUE COPPER PROTEIN PRECURSOR >gi_562779_emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 



Seq. No. 


49552 


Seq. ID 


rlr700899133.hl 


Method 


BLASTX 


NCBI GI 


g3319682 


BLAST score 


454 


E value 


1.0e-45 


Match length 


93 


% identity 


31 


NCBI Description 


(Y17720) SPINDLY protein 


Seq. No. 


49553 


Seq. ID 


rlr700899140.hl 


Method 


BLASTX 


NCBI GI 


g3482932 


BLAST score 


338 


E value 


4.0e-32 


Match length 


84 


% identity 


74 


NCBI Description 


(AC003970) Hypothetical ] 


Seq. No. 


49554 


Seq. ID 


rlr700899141.hl 


Method 


BLASTN 


NCBI GI 


g296444 


BLAST score 


248 


E value 


1.0e-137 


Match length 


248 


% identity 


100 



8067 




NCBI Description 


G.max adkd itikna 


Seq. No. 




Seq. ID 


rir /uuo yyioz . ni 


Method 


tit t\ cinrvT 

BLASTN 


NCBI GI 


g456713 


BLAST score 


273 


E value 


1 . Oe-152 


Match length 


273 


% identity 


26 


NCBI Description 


Glycine max gene for ubiquitin, complete cds 


Seq. No. 


49556 


Seq. ID 


rir / uucsyyzoz.ni 


Method 


BLASTX 


NCBI GI 


g3044218 


BLAST score 


238 


E value 


2 . Oe-20 


Match length 


53 


% identity 


79 


NCBI Description 


(AF057144) signal peptidase LAraoiaopsis rnananaj 


Seq. No. 


49557 


Seq. ID 


rlr7008 99338 .hi 


Method 


BLASTX 


NCBI GI 


g!841462 


BLAST score 


166 


E value 


4 . Oe-12 


Match length 


69 


% identity 


58 


NCBI Description 


(Y10991) Elongation factor 2 [Nicotiana tabacum] 


Seq. No. 


49558 


Seq. ID 


rlr700899358 .hi 


Method 


BLASTN 


NCBI GI 


gl706957 


BLAST score 


43 


E value 


3.0e-15 


Match length 


75 


% identity 


89 


NCBI Description 


Gossypium hirsutum cellulose synthase (celA2) mRNA 




cds 


Seq. No. 


49559 


Seq. ID 


rlr7008 99371 .hi 


Method 


BLASTN 


NCBI GI 


gl053044 


BLAST score 


87 


E value 


2.0e-41 


Match length 


126 


% identity 


99 


NCBI Description 


Glycine max nistone nj gene, parnai cas, cione oi 


Seq. No. 


49560 


Seq. ID 


rlr700899393.hl 


Method 


BLASTX 


NCBI GI 


gl32849 



8068 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148 

5.0e-10 

39 

77 

60S RIBOSOMAL PROTEIN L2 >gi_20001_emb_CAA44362 . 1_ (X62500) 
60S ribosomal protein L2 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49561 

rlr700899590.hl 

BLASTN 

g3192930 

104 

1.0e-51 

108 

99 

Glycine max clone a2 malate dehydrogenase (Mdh-1) mRNA, 
nuclear gene encoding mitochondrial protein, partial cds 

49562 

rlr700899642.hl 

BLASTN 

g4159705 

32 

1.0e-08 

90 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGD8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49563 

rlr700899659.hl 

BLASTX 

g3142291 

244 

5.0e-21 

82 

57 

(AC002411) Contains similarity to adenylate cyclase 
gb_AF012921 from Magnaporthe grisae. EST gb_Z24512 comes 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49564 

rlr700899670.hl 

BLASTX 

gl805261 

214 

1.0e-17 ' 

86 
49 

(U75347) fatty acid synthase, alpha subunit [Emericella 
nidulans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



49565 

rlr700899678.hl 

BLASTX 

g4510396 

142 



8069 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-09 

51 

57 

(AC006587) hypothetical protein [Arabidopsis thaliana] 
49566 

rlr700899771.hl 

BLASTX 

gll5765 

213 

2.0e-17 

57 

65 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab- 7) - tomato >gi_19180_emb__CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_226546jprf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49567 

rlr700899914.hl 

BLASTX 

g2660670 

359 

1.0e-34 

86 

80 

(AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49568 

rlr700899915.hl 

BLASTX 

g4572681 

180 

1.0e-13 

79 
42 

(AC006954) putative ubiquitin carboxyl terminal hydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



49569 

rlr700899924.hl 

BLASTN 

g2924728 

46 

6.0e-17 

78 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXH1, complete sequence [Arabidopsis thaliana] 

49570 

rlr700899933.hl 



PI clone: 



8070 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3075398 

176 

4.0e-13 

58 
55 

(AC004484) 



unknown protein [Arabidopsis thaliana] 



49571 

rlr700899985.hl 

BLASTX 

gl922248 

150 

4.0e-10 

73 
45 

(Y10087) hypothetical protein [Arabidopsis thaliana] 



49572 

rlr700899993.hl 

BLASTX 

g4204095 

345 

6.0e-33 

79 

80 

(AF030260) CYP94A1 



[Vicia sativa] 



49573 

rlr700900134.hl 

BLASTX 

g3193316 

381 

3.0e-37 

84 

86 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



49574 

rlr700900145.hl 

BLASTX 

g3150404 

374 

2.0e-36 

80 

31 

(AC004165) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 

49575 

rlr700900182.hl 

BLASTX 

g2104536 

230 

2.0e-19 
44 



8071 



% identity 

NCBI Description 



84 

(AF001308) 
thaliana] 



predicted glycosyl transferase [Arabidopsis 



Seq. No. 


49576 


Car, T Pi 


r1 r-lOO 1 hi 




XDXjrt.0 J. ^a. 




go /oj joo 




202 


Hi vaj-ue 




riancn xengtn 


DO 


O XU.C11 L- J- L. _y 


75 




(AC005560) RGA1 nrot< 


Seq. No. 


49577 


Seq. ID 


rlr700900230.hl 


Method 


BLASTX 


NCBI GI 


gl709758 


BLAST score 


213 


E value 


1.0e-17 


Match length 


65 


% identity 


63 


NCBI Description 


PROTEASOME COMPONENT 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(MACRO PAIN SUBUNIT C2) 

TIDASE COMPLEX SUBUNIT C2) 

>gi_1066151_dbj_BAA07128_ (D37886) proteasome C2 subunit 
[Oryza sativa] 

49578 

rlr700900244.hl 

BLASTN 

gl055367 

204 

l.Oe-111 

252 

95 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

49579 

rlr700900250.hl 

BLASTX 

g541943 

193 

4.0e-15 

40 

95 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 

49580 

rlr700900266.hl 

BLASTX 

gl717952 

301 

9.0e-28 

73 

75 



8072 



NCBI Description 



UBIQUINOL-CYTOCHROME C REDUCTASE I RON- SULFUR SUBUNIT 4 
PRECURSOR (RIESKE IRON-SULFUR PROTEIN 4) (RISP4) >gi_530054 
(L16812) Rieske iron-sulfur protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49581 

rlr700900437.hl 

BLASTN 

g4165340 

39 

1.0e-12 

95 

85 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

49582 

rlr700900472.hl 

BLASTX 

g4056485 

107 

3.0e-09 

74 

26 

(AC005896) hypothetical protein [Arabidopsis thaliana] 



49583 

rlr700900477.hl 

BLASTX 

gl!97461 

166 

4.0e-12 

31 
100 

(X78819) casein kinase 



I [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49584 

rlr700900505.hl 

BLASTX 

g3135269 

162 

2.0e-ll 

79 
47 

(AC003058) unknown protein [Arabidopsis thaliana] 
49585 

rlr700900524.hl 

BLASTX 

g4580392 

149 

6.0e-10 

60 

43 

(AC007171) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



49586 

rlr700900540.hl 



8073 



Method 


11 

BLASTX 


NCBI GI 


g417828 


BLAST score 


193 


E value 


4.0e-15 


Match length 


65 


% identity 


65 


NCBI Description 


PROTEIN 



translation initiation factor eIF-2A - yeast (Saccharomyces 
cerevisiae) >gi_172787 (M77514) SUI1 protein [Saccharomyces 
cerevisiae] >gi__1255973_emb_CAA65499_ (X96722) ORF N0905 
[Saccharomyces cerevisiae] >gi__1302282_emb_CAA96150_ 
(Z71520) ORF YNL244c [Saccharomyces cerevisiae] 



Seq. No. 


49bo / 


Seq. ID 


rlr700900574.hl 


Method 


BLASTN 


NCBI GI 


g872115 


BLAST score 


52 


E value 


2 . Oe-20 


Match length 


116 


% identity 


86 


NCBI Description 


G.max gmsti mRNA 


Seq. No. 


49588 


Seq. ID 


rlr700900588.hl 


Method 


BLASTN 


NCBI GI 


g2264304 


BLAST score 


42 


E value 


1.0e-14 


Match length 


74 


% identity 


89 


NCBI Description 


Arabidopsis thai i ana genomic DNA, chromosome 5, PI 




MBG8, complete sequence [Arabidopsis thaliana] 


Seq. No. 


49589 


Seq. ID 


rlr700900611.hl 


Method 


BLASTX i> - 


NCBI GI 


g3548805 


BLAST score 


292 


E value 


1.0e-26 


Match length 


71 


% identity 


73 


NCBI Description 


(AC005313) unknown protein [Arabidopsis thaliana] 


Seq. No. 


49590 


Seq. ID 


rlr700900660.hl 


Method 


BLASTX 


NCBI GI 


g2262100 


BLAST score 


267 


E value 


5.0e-24 


Match length 


50 


% identity 


98 


NCBI Description 


(AC002343) unknown protein [Arabidopsis thaliana] 


Seq. No. 


49591 


Seq. ID 


rlr700900669.hl 


Method 


BLASTX 



clone: 



8074 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2781433 
270 

4.0e-24 

81 

85 

(AF030052) RSWl-like cellulose synthase catalytic subunit 
[Oryza sativa subsp. japonica] 

49592 

rlr700900709.hl 

BLASTN 

gl8551 

60 

2.0e-25 

80 
94 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

49593 

rlr700900826.hl 

BLASTN 

g!663540 

140 

5.0e-73 

255 

89 

Glycine max clone RLG3 disease resistance protein homolog 
gene, partial cds 

49594 

rlr700900903.hl 

BLASTN 

gl6508 

59 

1.0e-24 

159 

85 

A.thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A.thaliana 
S-adenosylmethionine synthetase gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49595 

rlr700900932.hl 

BLASTX 

g4206122 

380 

5.0e-37 

87 

91 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystal linum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



49596 

rlr700900970.hl 

BLASTN 

g2687435 



8075 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148 

8.0e-78 

236 
91 

Hamamelis virginiana large subunit 26S ribosomal RNA gene, 
partial sequence 



o e q . in o • 


A QRQ7 


Can TFi 


■L-LJL/VJ*J-7vU_7/ / • llx 


Ayr a 4" /*s 


DJ_lH.O 1 A 


Tjr ,- nT r*T 
NLdi bl 




"DT ACT 1 QoriTfi 


1 SI 


iii vdiue 






44 


% identity 


66 


NCBI Description 


(AL030978) putative prote 


beq. no. 


A Qc; QQ 

4 yoyo 


Seq. ID 


nr / uuyuuyo / .ni 


Method 




NCBI GI 


g44 yu /UI 


BLAST score 




Ht VdlUc 




Match length 


95 


% identity 


84 


NCBI Description 


Arabidopsis thaliana DNA 




(ESSA project) 


Seq. No. 


49599 


Seq. ID 


rlr700900993.hl 


Method 


BLASTN 


NCBI GI 


g3241923 


BLAST score 


39 


E value 


9.0e-13 


Match length 


104 



chromosome 4, BAC clone T24A18 



% identity 

NCBI Description 



93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MMN10, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49600 

rlr700901109.hl 

BLASTX 

gl00347 

207 

1.0e-16 

71 
73 

monosaccharide transport protein MST1 - common tobacco 
>gi_19885_emb_CAA47324_ (X66856) monosaccharid transporter 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



49601 

rlr700901130.hl 

BLASTX 

g2160160 

147 

1.0e-09 



8076 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37 
76 

(AC000132) No definition line found [Arabidopsis thaliana] 
49602 

rlr700901133.hl 

BLASTX 

g2738756 

300 

1.0e-27 

74 

78 

(AF016282) 5 T -adenylylsulfate reductase [Arabidopsis 
thaliana] 

49603 

rlr700901159.hl 

BLASTX 

g2435519 

303 

6.0e-28 

89 

65 

(AF024504) similar to mouse MEM3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 



Seq. No. 


49604 




Seq. ID 


rlr700901166 


hi 


Method 


BLASTX 




NCBI GI 


g2347199 




BLAST score 


139 




E value 


1.0e-08 




Match length 


28 




% identity 


89 




NCBI Description 


(AC002338) prot 


Seq. No. 


49605 




Seq. ID 


rlr700901321 


.hi 


Method 


BLASTX 




NCBI GI 


g2960364 




BLAST score 


342 




E value 


1.0e-32 




Match length 


71 




% identity 


86 





NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AJ224 986) cinnamoyl CoA reductase [Populus balsamifera 
subsp . trichocarpa] 

49606 

rlr700901351.hl 

BLASTX 

g4544449 

311 

6.0e-29 

84 

63 

(AC006592) putative peroxidase [Arabidopsis thaliana] 



8077 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49607 

rlr700901379.hl 

BLASTN 

g388206 

37 

1.0e-ll 

69 
88 

Lycopersicon esculentum ubiquitin carrier protein (Ubc) 
mRNA, complete cds . >gi_20862 69_gb_I38279__I3827 9 Sequence 
109 from patent US 



Seq. No. 49608 

Seq. ID rlr700901443.hl 

Method BLASTX 

NCBI GI g3786015 

BLAST score 161 

E value 2.0e-ll 

Match length 79 

% identity 49 

NCBI Description (AC005499) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 49609 

Seq. ID rlr700901482.hl 

Method BLASTX 

NCBI GI g3820648 

BLAST score 181 

E value 9.0e-14 

Match length 79 

% identity 59 

NCBI Description (Y12636) allene oxide synthase [Arabidopsis thaliana] 

Seq. No. 49610 

Seq. ID rlr700901513.hl 

Method BLASTX 

NCBI GI g2462834 

BLAST score 206 

E value 1.0e-16 

Match length 87 

% identity 44 

NCBI Description (AF000657) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49611 

rlr700901520.hl 

BLASTN 

g296408 

239 

1.0e-132 

259 

98 

G.max ADR12 mRNA 



Seq. No 
Seq. ID 
Method 
NCBI GI 



49612 

rlr700901533.hl 

BLASTN 

g!8764 



8078 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

8.0e-32 

79 

99 

G.max tefSl gene for elongation factor EF-la 
49613 

rlr700901534.hl 

BLASTN 

gl6508 

70 

3.0e-31 

158 

86 

A.thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A.thaliana 
S-adenosylmethionine synthetase gene, complete cds 

49614 

rlr700901568.hl 

BLASTN 

gl8764 

101 

9.0e-50 

259 

93 

G.max tefSl gene for elongation factor EF-la 
49615 

rlr700901570.hl 

BLASTX 

g3913871 

389 

4.0e-38 

84 

90 

FERROCHELATASE, CHLOROPLAST PRECURSOR (PROTOHEME 
FERRO-LYASE) (HEME SYNTHETASE) (FERROCHELATASE-II) 
>gi_194 6377 (U93215) f errochelatase precusor isolog 
[Arabidopsis thaliana] >gi_2347202 (AC002338) 
ferrochelatase precusor isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



49616 

rlr700901573.hl 

BLASTN 

gl6508 

66 

7.0e-29 

158 

85 

A.thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A.thaliana 
S-adenosylmethionine synthetase gene, complete cds 

49617 

rlr700901724.hl 
BLASTN 



8079 




NCBI GI 


gzyuo / / i 


BLAST score 


144 


E value 


2.0e-75 


jyia.ti.cn lengi-n 








NCbi uescripiion 


n\7r*-in^ may al vn^ra ldehvde- 3 ohosohate dehydrogenase 


f^APDH} mRNA, oartial cds 


oeq. NO - 




c orr t n 

Otiq. ^--^ 


rlr700901740.hl 


Method 


bltAb I IN 


NCBI GI 


gl67066 


BLAST score 


55 


XT tt a 1 no 


3 . Oe-22 


uiaucn ±engun 


79 


% identity 


99 


■KTi^o T nocr , riri , l"i C\X\ 


Hordeum vulgare L- lactate dehydrogenase mRNA, complet 


beg. jmo . 


4961 9 




rlr700901741.hl 


L v iei,noQ 




NCBI GI 


g4056568 


BLAST score 


250 


E value 


o . ue zz 


Match length 


64 

Dri 


% identity 


9"3 
Z J 


JML-Di Description 


fn90944^ PDT-like Drotein TZea inavsl 


Seq. No. 


A Q690 


beq. iu 


r-1 T*7nnQD1 hi 

III / Jwi / J J • llJ- 


Metnoa 


OixriO 1 A 


NCBI GI 


gJooo4 yu 


BLAST score 


369 


E value 


8.0e-36 


Mat.cn ±engx.n 


o u 


% identity 




NLbi Description 


/7ipnn4 / ?i P ^ -rm-f-^i - 1 Hoi i phvl— nhosohate 


beta-glucosyltransf erase [Arabidopsis thaliana] 


Seq. No. 


fi 1 


oeq. iu 


r1r700901758 hi 


Metnoa 




NCBI GI 


g3935167 


BLAST score 


227 


E value 


9 n<=> — 9 R 


Match length 


OZ 


% identity 




iMCbi Description 


^arnri4SS7^ Fl 7T.?1 10 TArabidoDsis thaliana] 


Seq. No. 


4 Q699 


beq. id 


-ri T-7nnQni ft^Q hi 






NCBI GI 


g!070007 


BLAST score 


47 


E value 


2.0e-17 


Match length 


142 


% identity 


84 



8080 



NCBI Description 



B.napus mRNA for biotin carboxyi carrier protein (pBP6) 
>gi_3715067_emb_A59876.1_A59876 Sequence 5 from Patent 
WO9707222 



Seq. No. 


49623 


Cart TTl 

beq. xjj 


rl r7finQni RfiR hi 
ill / yujuiouu • in. 


Method 


-DJjriO 1 IN 




gio / Uj 


rsiiHoi score 




E value 


j . ue u ^ 


Match length 


o y 


-s iueni.jLt.y 


o *± 


NCBI Description 


kj . IUctX IRrvLNi-i. lUl IKJU.U. J. -Lii 


Seq. No. 


49624 


beq. iu 


III / UU^ul Jut. • ill 


Method 


DT 7\ GTV 

rsLtAb 1 A 


NCBI GI 


rr^l e;q /l 7 £ 
gol0o4 / D 


BLAbi score 


9 9 7 


E value 


i . ue i o 


Match length 


c: q 

d y 


% identity 


7ft 


ncdI Description 




Seq. No. 


49625 


Seq. ID 


rlr700901925.hl 


Method 


BLASTN 


NCBI GI 


gl6508 


BLAST score 


66 


E value 


7.0e-29 


Match length 


158 


% identity 


85 


NCBI Description 


A.thaliana DNA for S-a 



[Samanea saman] 



sam-1 >gi_166871_gb_M55077_ATHSAM A.thaliana 
S-adenosylmethionine synthetase gene, complete cds 



Seq. No. 


49626 


Seq. ID 


rlr700901935.hl 


Method 


BLASTX 


NCBI GI 


g3135265 


BLAST score 


267 


E value 


7.0e-24 


Match length 


65 


% identity 


75 


NCBI Description 


(AC003058) unknown protein 


Seq. No. 


49627 


Seq. ID 


rlr700901996.hl 


Method 


' BLASTN 


NCBI GI 


gl69036 


BLAST score 


50 


E value 


3.0e-19 


Match length 


70 


% identity 


93 


NCBI Description 


Pisum sativum L. aldolase 


Seq. No. 


49628 



gene, 3' end cds 



8081 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



rlr700902007.hl 

BLASTX 

g3255943 

205 

3.0e-24 

66 
85 

(AJ007333) PP2A1 protein [Catharanthus roseus] 



49629 

rlr700902026.hl 

BLASTN 

gl70393 

51 

7.0e-20 

103 

87 

Tomato chlorophyll 
complete cds 



a-binding protein (CablOA) gene, 



Seq. No. 




Seq. ID 


rir /uuyuzi4 / .ni 


Method 


BLAbTX 


NCBI GI 


g3935157 


BLAST score 


165 


E value 


8 . Oe-12 


Match length 


76 


% identity 


43 


NCBI Description 


(ACUUolUo) IZdNZV . ZL 


Seq. No. 


49631 


Seq. ID 


rir / uuyuziji?. m 


Method 


BLASTN 


NCBI GI 


g4324966 


BLAST score 


249 


E value 


1.0e-138 


Match length 


249 


% identity 


100 


NCBI Description 


Glycine max ADP-ribos 


Seq. No. 


49632 


Seq. ID 


rlr700902164.hl 


Method 


BLASTX 


NCBI GI 


g431162 


BLAST score 


230 


E value 


1.0e-19 


Match length 


76 


% identity 


53 


NCBI Description 


(D21822) ORF [Lilium 


Seq. No. 


49633 


Seq. ID 


rlr700902192.hl 


Method 


BLASTX 


NCBI GI 


g4558557 


BLAST score 


256 


E value 


2.0e-22 


Match length 


83 



8082 



% identity 

NCBI Description 



59 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 49634 

Seq. ID rlr700902317.hl 

Method BLASTX 

NCBI GI g4467147 

BLAST score 243 

E value 7.0e-21 

Match length 51 

% identity 92 

NCBI Description (AL03554 0) putative protein [Arabidopsis thaliana] 

Seq. No. 49635 

Seq. ID rlr700902322.hl 

Method BLASTX 

NCBI GI g4115377 

BLAST score 190 

E value 1.0e-14 

Match length 50 

% identity 74 

NCBI Description (AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49636 

rlr700902352.hl 

BLASTN 

g296408 

115 

2.0e-58 

143 

95 

G.max ADR12 mRNA 



Seq. No. 49637 

Seq. ID rlr700902376.hl 

Method BLASTX 

NCBI GI g4091817 

BLAST score 194 

E value 3.0e-15 

Match length 69 

% identity 59 

NCBI Description (AF055375) ribosomal protein L14 [Schizosaccharomyces 
pombe] 

Seq. No. 49638 

Seq. ID rlr700902415.hl 

Method BLASTX 

NCBI GI g4190952 

BLAST score 260 

E value 6.0e-23 

Match length 68 

% identity 69 

NCBI Description (AB022689) similar to hsr203J [Lycopersicon esculentum] 



Seq. No. 49639 

Seq. ID rlr700902421.hl 



8083 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2606080 

43 

4.0e-15 

63 

92 

Glycine max sucrose synthase (SS) mRNA, complete cds 
49640 

rlr700902428.hl 

BLASTN 

g2564044 

35 

2.0e-10 

115 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19P17, complete sequence [Arabidopsis thaliana] 



Seq. No. 


49641 




Seq. ID 


rlr700902431 


.hi 


Method 


BLASTN 




NCBI GI 


g4127861 




BLAST score 


55 




E value 


2.0e-22 




Match length 


79 




% identity 


92 




NCBI Description 


Glycine max 


mRNA for 


Seq. No. 


49642 




Seq. ID 


rlr700902460 


.hi 


Method 


BLASTN 




NCBI GI 


g2564044 




BLAST score 


35 




E value 


2.0e-10 




Match length 


93 




% identity 


91 


thaliana 


NCBI Description 


Arabidopsis 



DNA, chromosome 5, TAC clone 



K19P17, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49643 

rlr700902477.hl 

BLASTX 

g4469020 

161 

1.0e-ll 

33 

85 

(AL035602) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



49644 

rlr700902480.hl 

BLASTN 

gll63180 

53 

3.0e-21 



8084 




Match length 53 

% identity 100 

NCBI Description Glycine max arginine decarboxylase mRNA, complete cds 

Seg. No. 49645 

Seq. ID rlr700902488.hl 

Method BLASTN 

NCBI GI gl8761 

BLAST score 42 

E value 6.0e-15 

Match length 114 

% identity 84 

NCBI Description Soybean stem mRNA for 31 kD glycoprotein 

Seq. No. 49646 

Seq. ID rrt700645939.hl 

Method BLASTX 

NCBI GI g3582442 

BLAST score 246 

E value 3.0e-21 

Match length 90 

% identity 58 

NCBI Description (AB017335) kinesin-like DNA binding protein [Homo sapiens] 

Seq. No. 49647 

Seq. ID rrt700645952.hl 

Method BLASTN 

NCBI GI g624220 

BLAST score 88 

E value 6.0e-42 

Match length 171 

% identity 88 

NCBI Description Oryza sativa signal recognition particle 19 kDa protein 
subunit SRP19 mRNA, complete cds 

Seq. No. 49648 

Seq/ ID rrt700645981.hl 

Method BLASTX 

NCBI GI gl752734 

BLAST score 262 

E value 4.0e-23 

Match length 86 

% identity 57 

NCBI Description (D78510) beta-glucan-elicitor receptor [Glycine max] 

Seq. No. 49649 

Seq. ID rrt700646007.hl 

Method BLASTN 

NCBI GI g20138 

BLAST score 44 

E value 1.0e-15 ^ , 

Match length 68 
% identity 93 

NCBI Description O. sativa random single-copy DNA fragment 08RG108F 

Seq. No. 49650 

Seq. ID rrt700646021.hl 



8085 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2108252 

378 

1.0e-36 

91 

44 

(Y10228) P-glycoprotein-2 [Arabidopsis thaliana] 
>gi 2108254_emb_CAA71276_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4538925__emb_CAB39661 . 1_ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 

49651 

rrt700646040.hl 

BLASTX 

g2827666 

166 

7.0e-12 
43 

(AL021637) hypothetical protein [Arabidopsis thalxana] 
>gi_2982429_emb_CAA18237_ (AL022224) hypothetical protein 
[Arabidopsis thaliana] 

49652 

rrt700646056.hl 

BLASTN 

g544699 

63 

2.0e-27 

74 

96 

LHC Ib-21=light-harvesting complex I [Hordeum 
vulgar e-bar ley, Prato, mRNA Chloroplast, 878 nt] 

49653 

rrt700646064.hl 

BLASTX 

g3377820 

245 

2.0e-21 

62 
79 

(AF07 6275) contains similarity to coatomer zeta chains 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



49654 

rrt700646072.hl 

BLASTN 

gl69036 

47 

2.0e-17 

59 

95 

Pisum sativum L. 
49655 

rrt700646073.hl 



aldolase gene, 3 T end cds 



8086 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

BLASTX 

gl709990 

209 

7.0e-17 

50 

80 

60S RIBOSOMAL PROTEIN L35A 
49656 

rrt700646082.hl 

BLASTX 

g2253010 

236 

2.0e-20 

56 
77 

(Y14199) MAP3K delta-1 protein kinase [Arabidopsis 
thaliana] 

49657 

rry700808415.hl 

BLASTX 

g4006886 

260 

6.0e-23 

76 

63 

(Z99708) putative protein [Arabidopsis thaliana] 
49658 

rry700808420.hl 

BLASTN 

g2304954 

265 

1.0e-147 

265 

100 

Glycine max aluminum induced sali5-4a mRNA 7 complete cds 
49659 

rry700808460.hl 

BLASTN 

g255580 

111 

1.0e-55 

215 
88 

small auxin up RNA gene cluster: orf 10A5 [Glycine 
max=soybeans, cv. Wayne, Genomic, 646 nt] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



49660 

rry700808473.hl 

BLASTX 

g2245118 

155 

7.0e-ll 
38 



8087 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



74 

(Z97343) hypothetical protein [Arabidopsis thaliana] 



49661 

rry700808477.hl 

BLASTN 

g256142 

253 

1.0e-140 

257 
100 

cytosolic glutamine synthetase 
Prize, mRNA, 1450 nt] 



[Glycine max=soybeans, var 



49662 

rry700808488.hl 

BLASTX 

g3329366 

243 

6.0e-21 

74 

61 

(AF031243) nodule-specific protein Nlj70 [Lotus japonicus] 
49663 

rry700808489.hl 

BLASTX 

gl076685 

212 

2.0e-17 

55 
76 

SPF1 protein - sweet potato >gi_484261_dbj_BAA06278_ 
(D30038) SPF1 protein [Ipomoea batatas] 

49664 

sat701002716.h2 

BLASTX 

g2832660 

167 

3.0e-12 

43 

67 

(AL021710) lipase-like protein [Arabidopsis thaliana] 
49665 

sat701002727.h2 

BLASTX 

g4091117 

156 

1.0e-10 

38 

76 

(AF04 7428) nucleic acid binding protein [Oryza sativa] 
49666 

sat701002729.h2 



8088 



Method BLASTX 

NCBI GI g984756 

BLAST score 189 

E value 1.0e-14 

Match length 90 

% identity 54 

NCBI Description (Z54153) chilling-inducible protein [Oryza sativaj 

Seq. No. 49667 

Seq. ID sat701002739.h2 

Method BLASTX 

NCBI GI g2213608 

BLAST score 176 

E value 4.0e-13 

Match length 88 

% identity 39 

NCBI Description (ACG00103) F21J9.2 [Arabidopsis thaliana] 

Seq. No. 49668 

Seq. ID sat701002740.h2 

Method BLASTX 

NCBI GI g4139230 

BLAST score 199 

E value 1.0e-15 

Match length 90 

% identity 53 

NCBI Description (AF109243) mismatch repair protein [Arabidopsis thaliana] 

Seq. No. 49669 

Seq. ID sat701002841.hl 

Method BLASTN 

NCBI GI g410285 

BLAST score 108 

E value 7.0e-54 

Match length 171 

% identity 91 

NCBI Description Pisum sativum rho (ras-related) GTP-binding protein mRNA, 
complete cds 

Seq. No. 49670 

Seq. ID sat701002858.hl 

Method BLASTN 

NCBI GI g2209357 

BLAST score 81 

E value 8.0e-38 

Match length 190 

% identity 86 

NCBI Description Mangifera indica beta-D-galactosidase (SP26) mRNA, partial 
cds 

Seq. No. 49671 

Seq. ID sat701Q02911.hl 

Method BLASTX 

NCBI GI g2281088 

BLAST score 181 

E value 1.0e-13 

Match length 69 



8089 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 

(AC002333) indole-3-acetate beta-glucosyltransferase isolog 
[Arabidopsis thaliana] 

49672 

sat701002957.hl 

BLASTX 

g2465925 

194 

4.0e-15 

91 

46 

(AF02464 9) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

49673 

sat701003029.hl 

BLASTX 

g3879583 

179 

2.0e-13 

83 
47 

(Z81587) cDNA EST yk213d3.5 comes from this gene 
[Caenorhabditis elegans] >gi_3880444_emb_CAB04894_ (Z82062) 
cDNA EST yk213d3.5 comes from this gene [Caenorhabditis 
elegans] 

49674 

sat701003031.hl 

BLASTX 

g!703478 

339 

1.0e-34 

84 
88 

(U40566) ubiquitin activating enzyme 2 [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



49675 

sat701003063.hl 

BLASTX 

g2688299 

248 

1.0e-21 

83 

55 

(AE001145) prolyl-tRNA synthetase (proS) [Borrelia 
burgdorferi] 

49676 

sat701003163.hl 

BLASTX 

g3415113 

132 

2.0e-ll 
95 



8090 



% identity 

NCBI Description 



37 

(AF081201) villin 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49677 

sat701003211.hl 

BLASTX 

g2129635 

330 

4.0e-31 

96 
64 

light repressible receptor protein kinase - Arabidopsis 
thaliana >gi_1321686_emb_CAA6637 6__ (X97774) light 
repressible receptor protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49678 

sat701003243.hl 

BLASTX 

g4262225 

405 

7.0e-40 

90 

79 

(AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 



Seq. No. 


49679 


Seq. ID 


sat701003253.hl 


Method 


BLASTX 


NCBI GI 


g2598575 


BLAST score 


258 


E value 


1.0e-22 


Match length 


85 


1 identity 


56 


NCBI Description 


(Y15293) MtN21 [Medicago truncatula 


Seq. No. 


49680 


Seq. ID 


sat701003302.hl 


Method 


BLASTX 


NCBI GI 


g881917 


BLAST score 


136 


E value 


1.0e-08 


Match length 


50 


% identity 


60 


NCBI Description 


(U14624) 3-hydroxy-3-methylglutaryl 




[Artemisia annua] 



A reductase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49681 

sat701003329.hl 

BLASTX 

gl931619 

160 

2.0e-ll 

45 

71 

(U93208) glyceraldehyde 3-phosphate dehydrogenase 
[Lycopersicon esculentum] 



8091 



Seq. No. 


49682 


Seq. ID 


sat701003334.hl 


Mpthod 


BLASTN 


NCBI GI 


g!69936 


BLAST score 


75 


E value 


3.0e-34 


Match length 


95 


% identity 


95 


NCBI Description 


Glycine max chalcone synthase (chs7) gene, complete cds 


Seq. No. 


49683 


Seq. ID 


sat701003350.hl 


Method 


BLASTN 


NCBI GI 


a3702737 


BLAST score 


32 


E value 


1.0e-08 


Match length 


56 


% identity 


89 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MSN2, complete sequence [Arabidopsis thaliana] 


Seq. No. 


49684 


Seq. ID 


sat701003377.hl 






NCBI GI 


g3158476 


BLAST score 


300 


E value 


1.0e-27 


Match length 


73 


% identity 


82 


NCBI Description 


(AF067185) aquaporin 2 [Samanea saman] 


Seq. No. 


49685 


Seq. ID 


sat701003380.hl 


Mp1~hiori 


BLASTX 


NCBI GI 


g4455316 


BLAST score 


239 


E value 


2.0e-20 


Match length 


70 


% identity 


60 


NCBI Description 


(AL035528) putative protein [Arabidopsis thaliana] 


Seq. No. 


49686 


Seq. ID 


sat701003410.hl 


Mpt*Hn(i 


RLASTX 


NCBI GI 


g3860247 


BLAST score 


235 


E value 


4.0e-20 


Match length 


62 


% identity 


77 


NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 


Seq. No. 


49687 


Seq. ID 


sat701003434.hl 


Method 


BLASTX 


NCBI GI 


g2262105 


BLAST score 


169 



8092 



E value 


2.0e-19 


Match length 


69 


% identity 


66 


NCBI Description 


(AC002343) unknown protein [j 


Seq. No. 


49688 


Seq. ID 


sat701003435.hl 


Method 


BLASTX 


NCBI GI 


g4099482 


BLAST score 


139 


E value 


2.0e-16 


Match length 


73 


% identity 


55 


NCBI Description 


(U87791) eRFS [Homo sapiens] 


Seq. No. 


49689 


Seq. ID 


sat701003482.hl 


Method 


BLASTX 


NCBI GI 


gl076746 


BLAST score 


259 


E value 


5.0e-23 


Match length 


73 


% identity 


70 


NCBI Description 


heat shock protein 70 - rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_7 6316 0__emb_CAA4 7 9 4 8_ 
[Oryza sativa] 



( fragment ) 
(X67711) heat shock protein 70 



49690 

sat701003507.hl 

BLASTX 

g2160694 

291 

1.0e-26 

82 
66 

(U73528) B 1 regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



49691 

sat701003586.hl 

BLASTN 

gl70772 

60 

3.0e-25 

176 

84 

Triticum aestivum S-adenosyl-L-homocysteine hydrolase 
(SH6.2) mRNA f complete cds 

49692 

sat701003621.hl 

BLASTX 

g3135254 

300 

1.0e-27 

88 
60 



8093 



NCBI Description (AC003058) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



49693 

sat701003692.hl 

BLASTX 

g627469 

188 

2.0e-14 

87 

8 

hypothetical protein 2 - human (fragment) 



49694 

sat701003736.hl 

BLASTN 

gl326160 

62 

2.0e-26 

138 

93 

Phaseolus vulgaris dehydrin mRNA, 



complete cds 



49695 

sat701003747.hl 

BLASTX 

g2369766 

164 

1.0e-ll 

56 

59 

(AJ001304) hypothetical protein 
49696 

sat701003772.hl 

BLASTN 

g256142 

184 

3.0e-99 

220 

96 

cytosolic glutamine synthetase 
Prize, mRNA, 1450 nt] 



[Citrus x paradisi] 



[Glycine max=soybeans, var 



49697 

sat701003779.hl 

BLASTX 

g2739309 

190 

6.0e-23 

86 

31 

(Y15990) P-glycoprotein-like protein [Arabidopsis thaliana] 
49698 

sat701003793.hl 

BLASTX 

g2052029 



8094 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



196 

1.0e-18 

61 
71 

(Y10820) glutathione transferase [Glycine max] 
49699 

sat701003802.hl 

BLASTX 

g3341697 

170 

2.0e-12 

39 

85 

(AC003672) hypothetical protein [Arabidopsis thalxana] 
49700 

sat701003804.hl 

BLASTX 

g4191793 

201 

5.0e-16 

86 
55 

(AC005917) putative zinc finger protein [Arabidopsis 
thaliana] 

49701 

sat701003822.hl 

BLASTN 

g4263753 

34 

9.0e-10 

58 

90 

Arabidopsis thaliana chromosome V map near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

49702 

sat701003827.hl 

BLASTN 

g!4146 

120 

4.0e-61 

196 

90 

Oenothera elata subsp. hookeri plastid DNA for psbB, psbH 
and psbN genes for chlorophyll a-binding apoprotein, 10 kDa 
phosphoprotein, and unknown protein of photosystem II , 
respectively 

49703 

sat701003837.hl 

BLASTX 

g2804280 

288 

3.0e-26 



8095 



Match length 

% identity 

NCBI Description 



85 
65 

(AB003687) 6-4 photolyase [Arabidopsis thaliana] 
>gi_3929918_dbj_BAA34711_ (AB017331) 6-4 photolyase 
[Arabidopsis thaliana] 



Seq. No. 


49704 


*Seq. ID 


sat701003838.hl 


Method 


BLASTX 


NCBI GI 


gl!76658 


BLAST score 


240 


E value 


1.0e-20 


Match length 


88 


% identity 


58 


NCBI Description 


HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN 




>giJ726363 (U23168) No definition line f< 




[Caenorhabdit is elegans] 


Seq. No. 


49705 


Seq. ID 


sat701003870.hl 


Method 


BLASTX 


NCBI GI 


g3327870 


BLAST score 


226 


E value 


6.0e-19 


Match length 


56 


% identity 


73 


NCBI Descriotion 


(AB012913) COPl-Interacting ProteinI 7 ( 




thaliana] 


Seq. No. 


49706 


Seq. ID 


sat701003877.hl 


Method 


BLASTX 


NCBI GI 


g3068704 


BLAST score 


349 


E value 


2.0e-33 


Match length 


85 


% identity 


76 


NCBI Description 


(AF049236) unknown [Arabidopsis thaliana 


Seq. No. 


49707 


Seq. ID 


sat701003936.hl 


Method 


BLASTX 


NCBI GI 


g4510348 


BLAST score 


256 


E value 


1.0e-22 


Match length 


73 


% identity 


60 


NCBI Description 


(AC006921) unknown protein [Arabidopsis 


Seq. No. 


49708 


Seq. ID 


sat701004078.hl 


Method 


BLASTN 


NCBI GI 


gl!50931 


BLAST score 


44 


E value 


1.0e-15 


Match length 


56 


% identity 


95 



( C I P 7 ) [ Ar abi dop s i s 



8096 



NCBI Description M.sativa mRNA for cyclin protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49709 

sat701004084.hl 

BLASTX 

g2947066 

155 

1.0e-10 

63 

17 

(AC002521) hypothetical protein [Arabidopsis thaliana] 
49710 

sat701004167.hl 

BLASTX 

g231799 

149 

6.0e-10 

60 

55 

CHALCONE SYNTHASE 7 {NARINGENIN-CHALCONE SYNTHASE 7) 

>gi 478407 pir JQ2250 naringenin-chalcone synthase (EC 

2.371.74) - soybean >gi_169937 (M98871) chalcone synthase 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49711 

sat701004252.hl 

BLASTX 

g4377180 

172 

1.0e-12 

77 

42 

(AE001667) Phosphoglycerate Mutase 



[Chlamydia pneumoniae] 



49712 

sat701004254.hl 

BLASTX 

g2244866 

207 

7.0e-17 

79 
53 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
49713 

sat701004312.hl 

BLASTX 

g2281088 

153 

2.0e-10 
65 

42 . . 

(AC002333) indole-3-acetate beta-glucosyltransf erase isolog 

[Arabidopsis thaliana] 



Seq. No. 



49714 



8097 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sat701004385.hl 

BLASTX 

g4335749 

215 

9.0e-18 

80 
74 

(AC006284 



) unknown protein [Arabidopsis thaliana] 



49715 

sat701004396.hl 

BLASTX 

g2244826 

298 

2.0e-27 

73 

74 

(Z97336) replication control protein homolog [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



49716 

sat701004427.hl 

BLASTX 

g3738338 

158 

6.0e-ll 

67 
54 

(AC005170) putative polygalacturonase [Arabidopsis 
thaliana] 

49717 

sat701004429.hl 

BLASTX 

g3395440 

174 

9.0e-13 

49 

53 

(AC004 683) hypothetical protein [Arabidopsis thaliana] 
49718 

sat701004456.hl 

BLASTX 

g3158476 

306 

3.0e-28 

67 

90 

(AF067185) aquaporin 2 [Samanea saman] 
49719 

sat701004460.hl 

BLASTN 

gl518539 

113 

7.0e-57 



8098 



Match length 

% identity 

NCBI Description 



265 
87 

Glycine max UDP-glucose dehydrogenase mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49720 

sat701004469.hl 

BLASTX 

g3600032 

286 

6.0e-26 

93 

65 

(AF080119) contains similarity to tropomyosin (Pfam: 
Tropomyosin. hmm, score: 14.57) and ATP synthase {Pfam: 
ATP-synt_B.hmm, score: 10.8 9) [Arabidopsis thaliana] 

49721 

sat701004517.hl 

BLASTX 

g3935177 

252 

3.0e-24 

66 

89 

(AC004557) F17L21.20 [Arabidopsis thaliana] 
49722 

sat701004539.hl 

BLASTX 

g2827662 

218 

5.0e-18 

87 

52 

(AL021637) Phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

49723 

sat701004560.hl 

BLASTN 

g3322538 

35 

2.06-10 

47 
94 

Treponema pallidum section 24 of 87 of the complete genome 
49724 

sat701004578.hl 

BLASTX 

gl669341 

235 

5.0e-20 

87 
60 

(D45066) AOBP (ascorbate oxidase promoter-binding protein) 
[Cucurbit a maxima] 



8099 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49725 

sat701004591.hl 

BLASTN 

gl854444 

88 

5.0e-42 

180 

87 

Vigna unguiculata mRNA for CPRD14 protein, complete cds 



49726 

sat701004595.hl 

BLASTX 

g3063446 

260 

6.0e-23 

85 

61 

(AC003981) F22013, 



8 [Arabidopsis thaliana] 



49727 

sat701004616.hl 

BLASTX 

gl771160 

294 

6.0e-27 

81 

67 

(X98929) SBT1 [Lycopersicon esculentum] 
>gi_3687305_emb_CAA06999_ (AJ006378) subtilisin-like 
protease [Lycopersicon esculentum] 

49728 

sat701004647.hl 

BLASTN 

g256142 

255 

1.0e-141 

267 

99 

cytosolic glutamine synthetase [Glycine max=soybeans, var 
Prize, mRNA, 1450 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



49729 

sat701004735.hl 

BLASTX 

g4455287 

103 

3.0e-09 

49 

67 

(AL035527) putative protein [Arabidopsis thaliana] 
49730 

sat701004764.hl 
BLASTX 



8100 



NCBI GI 


g2702274 




BLAST score 


114 




E value 


1 . Oe-13 




Match lpnath 


68 




Sr i dPTii" i tv 


u u 




NCBI Descrint" ion 

l' w J-J -i- U* ^ O J- -i. 1— _l_ \J 1 x 


(AC003033 } 


U.1XJS.IHJWX1 £->x. u Ltsj-ii I'ti.-L aJjiuopb _ls T-na±xanaj 


uC^ • IN w . 


4 Q7 71 




Seq. ID 


sat7010047i 


35 .hi 


Method 


BLASTX 




NCBI GI 


g2443886 




BLAST score 


152 




E Vr3 1 IIP 


3 . Oe-10 




Match lpnath 


45 




% idpnt 1 1 v 


73 




NCBI D^srri nt i on 


(AC002294) 


Unknown protein [Arabidopsis thaliana] 




49732 




Sea. ID 


sat701004833.hl 


Method 


BLASTX 




NCBI GI 


g4539301 




BLAST score 


412 




E value 


9.0e-41 




Match 1 pnrrth 


89 




% ident if v 


88 




NPRT np^rri nfi nn 

1H\^D± UCOl L_L^J 1 H_?ll 


(AL049480) 


putative mitochondrial protein [Arabidopsis 




thaliana] 






49733 




Spa TD 


sat701004846.hl 


Method 


BLASTX 




NCBI GI 


gl351274 




BLAST score 


377 




E value 


1.0e-36 




Match length 


87 




% identity 


85 





NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_256120__bbs_114967 (S46215) triose phosphate isomerase, 
TPI [Lactuca sativa=lettuce, Peptide Partial, 195 aa] 
[Lactuca sativa] 

49734 

sat701004885.hl 

BLASTX 

gl236961 

167 

5.0e-12 

46 

65 

(U50201) prunasin hydrolase precursor [Prunus serotina] 
49735 

sat701004891.hl 

BLASTX 

g4115925 

275 

1.0e-24 



8101 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



81 
52 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF0f076, Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1_ (AL049523) RNA-binding protein 
[Arabidopsis thaliana] 

49736 

sat701004927.hl 

BLASTX 

g3702341 

226 

6.0e-19 

86 

50 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
49737 

sat701004960.hl 

BLASTX 

g2342730 

255 

2.0e-22 

88 

65 

(AC002341) hypothetical protein [Arabidopsis thaliana] 
49738 

sat701005050.hl 

BLASTX 

g3176662 

270 

4.0e-24 

72 

78 

(AC004393) Similar to mannosyl-oligosaccharide glucosidase 
gb_X87237 from Homo sapiens. [Arabidopsis thaliana] 

49739 

sat701005202.hl 

BLASTN 

gl545804 

43 

3.0e-15 

43 

100 

Nicotiana tabacum mRNA for cytochrome P450 like_TBP, 
complete cds 

49740 

sat701005244.hl 

BLASTX 

gl709006 

486 

2.0e-49 

94 

95 



8102 



NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) >gi_726032 
(U17241) S-adenosylmethionine synthetase [Actinidia 
chinensis] 

49741 

sat701005283.hl 

BLASTX 

g2495184 

391 

3.0e-38 

89 

83 

PROTOPORPHYRI NOGEN OXIDASE, CHLOROPLAST PRECURSOR (PPO) 
>gi_1877018_dbj_BAA11820_ (D83139) protoporphyrinogen 
oxidase [Arabidopsis thaliana] 

49742 

sat701005293.hl 

BLASTN 

gl326'160 

67 

2.0e-29 

143 

95 

Phaseolus vulgaris dehydrin mRNA, complete cds 
49743 

sat701005317.hl 

BLASTN 

g256142 

185 

1.0e-100 

221 
96 

cytosolic glutamine synthetase [Glycine max=soybeans, var 
Prize, mRNA, 1450 nt] 

49744 

sat701005343.hl 

BLASTX 

g3080388 

196 

2.0e-15 

38 
82 

(AL022603) myb-related protein [Arabidopsis thaliana] 
>gi_3402763_emb_CAA20209.1_ (AL031187) myb-related protein 
M4 [Arabidopsis thaliana] 

49745 

sat701005371.hl 

BLASTX 

g3402683 

197 

1.0e-15 

55 



8103 



% identity 


69 


NCBI Description 


(AC004697) patatin-like protein [Arabidopsis thaliana 


Seq. No. 


49746 


Seq. ID 


sat701005372.hl 


Method 


BLASTX 


NCBI GI 


g3927831 


BLAST score 


151 


E value 


3.0e-10 


Match length 


73 


% identity 


70 


NCBI Description 


(AC005727} similar to Tnon^p anVvrin FArshi Hnncji <? 




thaliana] 


Seq. No. 


49747 


Seq. ID 


sat701005437 .hi 


Method 


BLASTX 


NCBI GI 


g4512658 


BLAST score 


153 


E value 


2.0e-10 


Match length 


49 


% identity 


61 


NCBI Description 


(AC0069311 hypothetical Drot*pi n FArahi Hnnci'i <? MiaI i anp 


Sea. No 


49748 


Seq. ID 


sat701005496.hl 


Method 


BLASTN 


NCBI GI 


g3264762 


BLAST score 


72 


E value 


2.0e-32 


Match length 


187 


% identity 


85 


NCBI Description 






complete cds 


Seer. No. 


49749 


Seq. ID 


sat701005703.hl 


Method 


BLASTX 


NCBI GI 


g4127662 


BLAST score 


273 


E value 


2.0e-24 


Match length 


91 


% identity 


53 


NCBI Description 


f Y1 1 1 76^ "Ft^i i nf" i H^qp rf* , ir , Vi^y"i , inn "i n +■ wVm i a 1 

\ X J_ J_ -L / \J f J. J- U.L^ LUOlUaOC L ^ J_ J.LJ X. X LULL _Lil L. y iJ U.O J 


Sea. No. 


49750 


Seq. ID 


sat701005917 .hi 


Method 


BLASTX 


NCBI GI 


g!171642 


BLAST score 


182 


E value 


9.0e-14 


Match length 


47 


% identity 


70 


NCBI Description 


PROBABLE SERINE/THREONINE- PROTEIN KINASE NAK 



>gi_481206jpir S38326 protein kinase - Arabidopsis 

thaliana >gi_166809 (L07248) protein kinase [Arabidopsis 
thaliana] 



8104 



# 



Seer. No. 


49751 


Sea. ID 


sat701005928 .hi 


Method 


BLASTX 


NCBI GI 


g4559333 


BLAST score 


254 


E valine 


3 Oe-22 




84 


$k "i dent" i 1~v 


48 




fAr007Dfi7^ unknown 


Sea No 


49752 




qat 701 00S9S0 hi 


Method 


BLASTN 


NCBI GI 


g2317899 


BLAST score 


258 


F" TTP 1 no 
j_j v a x u™ 


X • \J C X '± O 


Ma1"ph 1 pnn"i*h 


262 




1 00 

X <J \J 




CZ 1 \rr* n n o rn ^ v 1 "i ^-9 
oj.yuj.iic iLici^v ucij. j. j <£> 


Sea No 


49753 


Seq. ID 


sat701005952.hl 


Method 


BLASTX 


NCBI GI 


g4126473 


BLAST score 


183 


J— I Vol. uc 




L Id LUll icily t_ll 


ft 6 






MpDT Hftc-rri nt "i nn 


fZ\R014ftftdl ari*=m\7l \r~\ 




li 1 X S liX- LlIU J 


O C * LN U • 




Sea ID 


sat701005971 hi 




oixrio J. /\ 


NCBI GI 


gl931642 


BLAST score 


350 




2 Oe-33 


M^*t"ph 1 pnrrt" 


R S 

O yj 




o X 


NCBI Description 


y U J J J 1 ~J j OCX/ X 11X ^>x 




■4- V\ -a 1 "1 ana 1 


Sea No 


49755 


Seq. ID 


sat701006026.h2 


Method 


BLASTX 


NCBI GI 


g2499708 


BLAST score 


288 


E value 


3.0e-26 


Match length 


63 


% identity 


78 



mRNA, complete cds 



adenylyl cyclase associated protein [Gossypium 



NCBI Description 



PH0SPH0LIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PH0SPHATIDYLCH0LINE-HYDR0LYZING PH0SPH0LIPASE D) 
>gi_1020409_dbj_BAA11135_ (D73410) phospholipase D [Zea 
mays] 



Seq. No. 



49756 



8105 



Seq. ID 


sat701006037 .h2 


Method 


BLASTX 


NCBI GI 


g3415117 


BLAST score 


306 


Fl v a 1 no 

Hi V CL _L LAG 


X • UC JU 




/ Zf 




74 


NCBI Description 


(AF081203) villin 






Seq. ID 


sat701006141.hl 


Method 


BLASTX 


NCBI GI 


a3183088 


BLAST score 


182 


E value 


9.0e-14 


Match length 


67 


% identity 


54 


NCBI Description 


PROBABLE NONSPECI 




(LTP) >gi 629658 ] 



3 [Arabidopsis thaliana] 



cowpea >gi_4 99034__emb_CAA56113_ (X79604) 
like protein [Vigna unguiculata] 



lipid transfer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



49758 

sat701006159.hl 

BLASTX 

g2582351 

150 

5.0e-10 

77 

35 

(AF018639) unknown [Dictyostelium discoideum] 
49759 

sat701006219.h2 

BLASTX 

g2827621 

146 

1.0e-09 

25 

100 

(AL021636) putative protein [Arabidopsis thaliana] 
49760 

sat701006261.h2 

BLASTX 

g2765244 

148 

3.0e-14 

80 

51 

(Y12807) invertase inhibitor homolog [Arabidopsis thaliana] 
49761 

sat701006271.h2 

BLASTX 

g4049353 

190 



8106 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-27 

88 

65 

(AL034567) 



putative protein [Arabidopsis thaliana] 



49762 

sat701006289.h2 

BLASTX 

g3183088 

169 

3.0e-12 

57 

60 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 



49763 

sat701006302.hl 

BLASTN 

g2317899 

79 

4.0e-37 

99 

95 

Glycine max Sali3- 



2 mRNA, complete cds 



49764 

sat701006356.hl 

BLASTN 

g3982595 

91 

4.0e-44 

127 

93 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



49765 

sat701006450.hl 

BLASTX 

g3461814 

140 

4.0e-09 

43 

60 

(AC004138) hypothetical protein [Arabidopsis thaliana] 
49766 

sat701006456.hl 

BLASTN 

g3982595 

82 

9.0e-39 

126 

91 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



8107 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49767 

sat701006473.hl 

BLASTN 

g2196549 

150 

6.0e-79 

182 
96 

Glycine max mRNA for beta-amylase, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49768 

sat701006572.hl 

BLASTN 

g!370143 

94 

1.0e-45 

174 

94 

L.japonicus mRNA for small GTP-binding protein, RAB11B 



49769 

sat701006588.hl 

BLASTX 

g3915039 

289 

2.0e-26 

88 

58 

SUGAR CARRIER PROTEIN C >gi_169718 
protein [Ricinus communis] 



(L08196) sugar carrier 



Seq. No. 


49770 


Seq. ID 


sat701006595.hl 


Method 


BLASTX 


NCBI GI 


g2244814 


BLAST score 


198 


E value 


1.0e-15 


Match length 


62 


% identity 


63 


NCBI Description 


(Z97336) protein kinas 


Seq. No. 


49771 


Seq. ID 


sat701006617.hl 


Method 


BLASTN 


NCBI GI 


g497899 


BLAST score 


46 


E value 


6.0e-17 


Match length 


110 


% identity 


85 


NCBI Description 


Populus trichocarpa * 



Seq. No. 
Seq. ID 
Method 



Populus deltoides (clone 
sam.Pdx.Pt.2) S-adenosyl methionine synthetase mRNA, 
complete cds 

49772 

sat701006645.hl 
BLASTX 



8108 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3540195 
157 

4.0e-ll 

55 
25 

(AC004260) Unknown protein [Arabidopsis thaliana] 



JCtj. Vi (J * 


A Q77 ^ 


Qprr TO 


SQL i I / • 11 J. 


iritS tllUvJl 






go / UZO jC5 






E valup 


4 . Oe-09 


Match length 


45 


% identity 


60 




\r\\^\jKj d oz? 1 } unknown protein L^rajJiQ.opsis tnaiianaj 


beq . ino . 


A Q77 A 


beq. -LL' 


sat /uiuuo//4.nx 


Method 


BLAb IX 


■KTi^i tit O T 

NCBI CjI 


g4oJy4oy 


DiiAoi score 


1 / U 


E value 


0 no— 1 9 
z . ue iz 


i v jdttn leiiytn 


00 


% identity 


45 


NCBI Description 


(AL049500) putative protein [Arabidopsis thaliana] 


beg. wo. 


4y / ID 


beq. iu 


sat /uluuoolz. hi 


I v lc tllUvJl 


Diurlb 1 IN 




~. 0 0 0 0 "O ^ 0 
^JJiUJ / 0 


nijAbJ. score 


1 1 0 

11^ 


E value 


j . ue D O 


Ma i~ o Vi 1 &r"»rTT*H 
LUG iciiy L.1I 


£. f £. 




0 D 


ftTfRT rio<;py"i r^'f" *i 


L v ieu.-LOcigo baLiva putative u uin Kinase activation Qoitiai 




binding protein mRNA, complete cds 


Seq. No. 


49776 


Seq. ID 


sat701006882.hl 


Method 


BLASTX 


NCBI GI 


g4220485 


BLAST score 


189 


E value 


2.0e-14 


Match length 


102 


% identity 


46 


NCBI Description 


(AC006069) putative beta-1, 3-glucanase [Arabidopsis 




thaliana] 



Seq. No. 49777 

Seq. ID sat701006896.hl 

Method BLASTX 

NCBI GI g3128209 

BLAST score 235 

E value 3.0e-20 

Match length 51 

% identity 84 



8109 



TVTP'RT Flo a r* v* i 7^+* n r\r\ 
LNUDl UCOUIl^JLlUIl 


/Z1(" ,, 00A077^ nn lfnnum nrnf oi n r Zlr*ahi "i Hnnc n q fha 1 t anal 
\ r\\~> UU4y / / ) U.llJs.llUVVll piULClll \_r\l. aJJIUUjJO Xo L-ilCiXXClllCt. J 


OC^J • 1M\J • 


4Q77P 

47 f / O 


Sea ID 


sat701007010 hi 


Mp1" hod 


BLASTX 


NCBI GI 


g4432840 


BLAST score 


189 


^ra 1 np 

Hi V Gx. LLC 


1 . Oe-14 


LudLOii iciiy hi 






47 


NPRT npqprint'l on 


f APOO ^ unknown nrnf pi n r At^Vit don*? *i thai i ^nal 


C o rr 1\7o 


4 Q77 Q 
4 7 / / 7 




c:ai-7oi no704fi hi 


Method 


BLASTX 


NCBI GI 


g3319682 


BLAST score 


307 


Hj v a. _l Lie 


Z, • Uc £.0 


i v lct U L*i 1 lei iy L. 1 1 


7^ 


9* n /"N ^ 4"» ^ 4* t t 

^> luenLiuy 




LNk^OX UcbOlipLlOIl 


(V17790\ QPTWHTY r>r*r\+- o i -n fDofnnia v ViT/hrn rial 

^ ii / / zu j oiriLN-Uiii piQtcin [ it c turn a x riyjjx iud j 




*± 7 / o u 




<?a-h701 0071 ?9 hi 
odL, / U XU U / ljZ . Ill 


Method 


BLASTX 


IN^LjX OX 




BLAST score 


291 


E value 


1.0e-26 


IVfa ■Hon 1 0"nn , "f - Vi 
UdUv-ll Xcliyi—li 


o u 


x> laentity 




inudx ue script ion 


(AC007119) putative transport protein [Arabidopsis 




f-ha 1 i anal 
L-ilCtX XclllcL J 


oecj. ino . 




O/^z-r xn 


C5a-t-701 0(171 hi 


Mo1~ hoH 

11" L.ilVJ'kJ. 


oxjrio 1 A 




g / jUjjO 


BLAST score 


241 


E value 


6.0e-21 


ixiaucn leng in 




15 iu.eriL.iuy 


77 


LNL-Di jjescripx-ion 


tf^OC DTTaOCAMTiT D'D/'WTTTJ TO^ *51 nQT5 /T1QQ*1£\ d fl C 
OUo KxiDUoUJyLfili rKUllijlJN Lzj ^9^1 jlUyjj \XjXoyXD) DUo 




prOLcXii SlXDliniL. JLiX / [iNlCOtlalia caJDaCUTLlj 


0©4 • INO . 


A Q7QO 


Seq. ID 


c;ai-7ni 0071 Q1 hi 

Od l_ / UXUU / 171 .11X 


Mei~hod 

lis? Li.iUv-1 


IJXJJTIO 1 /\ 


NCBI GI 


a2498731 


BLAST score 


275 


E value 


9.0e-25 


Match length 


79 


% identity 


63 


NCBI Description 


PROBABLE NADP- DEPENDENT 0XID0REDUCTASE PI 



>gi__1362013__pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886428_emb_CAA89838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 



8110 



Sea No 


49783 


Seq. ID 


sat701007194 hi 


Method 


BLASTX 


NCBI GI 


g2760839 


BLAST score 


258 


E value 


9.0e-23 


Match 1 en nth 


81 


% "i fipni - i t" v 


58 


NPRT He pri nt" i nn 


/ACOO^IOS^ nntat-ive 


O C ^ • LNU a 




Seq. ID 


sat701007203.h2 


Method 


BLASTX 


NCBI GI 


g3860251 


BLAST score 


237 


E value 


2.0e-32 


Match length 


87 


% identity 


79 


NCBI Description 


(AC005824) putative 




receptor kinase [Arabidopsis thaliana] 



permease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49785 

sat701007214.h2 

BLASTN 

gl675195 

116 

1.0e-58 

208 
89 

Pisum sativum 
complete cds 



{clone PSRCI22-3) callus protein P23 mRNA f 



49786 

sat701007248.h2 

BLASTN 

g457569 

78 

4.0e-36 

162 

88 

Soybean mRNA for endo-xyloglucan transferase, partial cds 
49787 

sat701007251.h2 

BLASTX 

g2588818 

244 

1.0e-28 

74 

86 

(D88927) cytosolic phosphoglucose isomerase [Dioscorea 
tokoro] 



Seq. No. 
Seq. ID 

Method^ 
NCBI GI 
BLAST score 



49788 

sat701007264.h2 

BLASTX 

g82263 

235 



8111 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-20 

62 

74 

ubiquinol — cytochrome-c reductase (EC 1.10.2.2) cytochrome 
cl precursor (clone pC (1)311) - potato 

49789 

sat701007266.h2 

BLASTX 

g2829867 

148 

5.0e-10 

48 

67 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
49790 

sat701007270.h2 

BLASTX 

gl23656 

178 

2.0e-13 

50 

72 

CHLOROPLAST ENVELOPE MEMBRANE 70 KD HEAT SHOCK- RELATED 

PROTEIN >gi_285407_pir A42582 heat shock protein SCE70 - 

spinach >gi_21338_emb_CAA43711_ (X61491) 70 kDa heat shock 
protein [Spinacia oleracea] 

49791 

sat701007284.h2 

BLASTX 

g4006882 

240 

1.0e-21 

86 

62 

(299707) UDP-glucuronyltransf erase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



49792 

sat701007291.h2 

BLASTN 

g2687433 

34 

8.0e-10 

98 

84 

Tragopogon dubius large subunit 26S ribosomal RNA gene, 
partial sequence 

49793 

sat701007295.h2 

BLASTX 

g2058311 

163 

1.0e-ll 



8112 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 
59 

(XI 9566} cinnamoyl-CoA reductase [Eucalyptus gunnii] 
49794 

sat701007309.h2 

BLASTX 

g4468984 

158 

6.0e-ll 

70 

43 

(AL035605) putative protein [Arabidopsis thaliana] 
49795 

sat701007325.h2 

BLASTN 

g3449327 

41 

6.0e-14 

175 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCA23, complete sequence [Arabidopsis thaliana] 

49796 

sat701007327.h2 

BLASTX 

g4455683 

163 

1.0e-ll 

83 

43 

(AL035472) possible tRNA pseudouridine synthase B 
[Mycobacterium leprae] 

49797 

sat701007343.h2 

BLASTX 

g3023817 

322 

3.0e-30 

68 

90 

GLUCOSE- 6-PHOSPHATE 1 -DEHYDROGENASE, CHOLOROPLAST ISOFORM 
PRECURSOR (G6PD) >gi_1480344_emb_CAA67782_ (X99405) 
glucose- 6-phosphate dehydrogenase [Nicotiana tabacum] 

49798 

sat701007371.h2 

BLASTX 

g2894600 

254 

3.0e-22 

87 

32 

(AL021889) putative protein [Arabidopsis thaliana] 



8113 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49799 

sat701007375.h2 

BLASTX 

g4006868 

170 

2.0e-12 

49 

67 

(Z99707) putative protein [Arabidopsis thaliana] 
49800 

sat701007423.h2 

BLASTX 

g2832408 

271 

3.0e-24 

57 
86 

(Y14209) R2R3-MYB transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



49801 

sat701007443.h2 

BLASTX 

gl706958 

189 

2.0e-31 

89 
76 

(U58284) cellulose synthase [Gossypium hirsutum] 
49802 

sat701007457.h2 

BLASTX 

g3822223 

162 

2.0e-ll 

52 
54 

(AF077955) branched-chain alpha keto-acid dehydrogenase El 
alpha subunit [Arabidopsis thaliana] 

49803 

sat701007460.h2 

BLASTX 

g2213594 

352 

1.0e-33 

91 

73 

(AC000348) T7N9.14 [Arabidopsis thaliana] 
49804 

sat701007484.h2 

BLASTN 

g!408459 



8114 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



44 

1.0e-15 

104 

86 

Arabidopsis thaliana type 2A protein serine/threonine 
phosphatase 55 kDa B regulatory subunit mRNA, complete cds 



oeq. ino . 




Spct TO 


sat701007504 hi 


TV/f i— ! 4- Vi 


DJjtrlO 1A 


JNOOl O.L 


g*i *± DDXDO 






J— i V a.J_ Lie 




rjduui xciiyL.ii 




% identity 


90 


NCBI Description 


(AL021687) kinase-like prot 


oeg, ino. 




Ca/^r T Pi 


sat /uiuu /oii.nj. 


L v ieL.nou 


DliriO 1 A 




g4Uoy loo 


tsiiAbi score 


O *3 £ 
ZOO 


j±j value 


o . ue zu 


HaLCn -Lenytn 


D / 


^* t 4" t t 

ts ia.eni.ix.y 


DU 


NCBI Description 


(AF104258) putative copper- 




[Festuca rubra] 


beg. no. 




beg. lu 


sat /uiuu /ooD. ni 


Method 


rslxRb 1 JN 


NCBI GI 


gzool4z 


BLAST score 


165 


E value 


/ . ue-oo 


ixiaxcn ±eny uii 


^ J- y 


% identity 


95 


NCBI Description 


cytosolic glutamine synthet 




Prize, mRNA, 1450 nt] 


Seg. No. 


49808 


Seg. ID 


sat701007643.hl 


Method 


BLASTX 


NCBI GI 


g2501555 


BLAST score 


259 


E value 


1.0e-24 


Match length 


79 


% identity 


75 



NCBI Description 



POSSIBLE APOSPORY-ASSOCIATED PROTEIN 
possible apospory-associated protein 



C >gi_549984 (U13148) 
[Pennisetum ciliare] 



Seg. No. 
Seg. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



49809 

sat7G1007661.hl 

BLASTN 

g4314374 

45 

3.0e-16 

101 



8115 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



86 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

49810 

sat701007664.hl 

BLASTX 

g3269290 

168 

3.0e-17 

72 
44 

(AL030978) putative receptor like kinase [Arabidopsis 
thaliana] 

49811 

sat701007669.hl 

BLASTX 

g3850587 

244 

5.0e-21 

92 
61 

(AC005278) Strong similarity to gi_2244780 hypothetical 
protein from Arabidopsis thaliana chromosome 4 contig 
gb_Z97335. [Arabidopsis thaliana] 

49812 

sat701007675.hl 

BLASTX 

g3702962 

227 

6.0e-19 

51 
86 

(AF079484) rac GTP binding protein Arac7 [Arabidopsis 
thaliana] 

49813 

sat701007678.hl 

BLASTN 

g22758 

35 

3.0e-10 

43 
95 



NCBI Description A. thaliana HAT 4 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49814 

sat701007715.hl 

BLASTN 

gl69344 

61 

7.0e-26 

217 

42 

P. vulgaris hydroxyproline-rich glycoprotein (HRGP) mRNA, 



8116 



exon 2 



Sea No 


49815 


Seq. ID 


sat701007759 hi 


Method 


BLASTX 


NCBI GI 


g4454039 




169 

iU? 


£j Value 




Mafrh 1 on /"ft" Vi 
J/iCiL-Oil XtJJ.lyL.ii. 




& "iHfa»nf~"it~v 

O luvllLX L y 


40 


AT f 1 "D ~J~ T~N /— \ c v* -i v^v "i 

ln^ox ueocripLioii 


^HliUOO J pULdtl Vc INdTV tit eXoHcUly illy piULcXIl L-"--^ aJJlUUps Xo 




4*ha 1 -! anal 

x,iiaxxd.iici j 


Spa No 


49816 


Ocvj • ±U 


ciai-7ni 007Q1 6 hi 

OdL / U1UU / .7 X L> • I1X 




JDi-LTlO IA 


NCBI GI 


gl730629 


BLAST score 


160 


Hj v ax Lit; 


JtUc XX 


l v ldL-UXl XefiyL.Il 


ox 


5- -t ^ t-i 4- -! -Hit 

^ luenuiLy 


OZ 




xi x n \j x ii Xj x x urixi i j • u x\l/ lt r\v_/ x x_i x in du j ui • u x lh \-r n. l i\-/ o j — i — l 




<^yx qdojDH. v uuuuoi j oxiuxxax cu ri# niaxxoiiiux lux iiyptjL.xicL.xt_*a.x 




Zj, i Ka prouein in njyxBXjj o region LLacnorndDuiLis exegansj 




1 Z/ O X / 


Seq. ID 


sat701007918.hl 


Method 


BLASTX 


lNUoX ol 


fr^yni ft 4 


jDijiio i score 


1 A Q 

X4 J 


E value 


o . ue iu 


iTlCLUOil xeiiy Uii 


uo 


t> XLieiiuxt-y 


Xft 


inv^dx uescrxpt ion. 


Vriouu^ixzzj oxiuxxax to eiicioxyxanasss ["xaDxciopsxs uricixxciiia. j 




49818 


Seq. ID 


sat701007927.hl 


Method 


BLASTN 


WUDi Oi 




xjXiriO X oUUIc 


JO 


E value 


4 no-flQ 

4 . ue 


Mat*ph 1 «2k n n"f~ }*> 

LiCtL-Oii XCiiy L-ii 




T y^J to -f~ *i t sr 

ts lQenciLy 


z 0 


1ML,£>X JJeSCX Xp LiOIi 


f coiupxeLe sequence [L-ius iuuscuxusj 




4981 9 

1 Z? \3 X Zf 


Seq. ID 


sat701007948.hl 


Method 


BLASTX 




goouo 1DU 


"RT.A9T qpnrp 


219 


E value 


4.0e-18 


Match length 


53 


% identity 


75 


NCBI Description 


(AC005314) putative peroxidase [Arabidopsis thaliana] 


Seq. No. 


49820 


Seq. ID 


sat701007950.hl 



8117 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2864609 

141 

6.0e-09 

36 

78 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi_4049337_emb_CAA22562_ (AL034567) putative protein 
[Arabidopsis thaliana] 



Seq. No. 49821 

Seq. ID sat701008034.hl 

Method BLASTX 

NCBI GI g2570047 

BLAST score 177 

E value 3.0e-13 

Match length 78 

% identity 44 

NCBI Description (Y09234) MSTK2S kinase-like protein [Mus musculus] 

Seq. No. 49822 

Seq. ID sat701008133.hl 

Method BLASTX 

NCBI GI g2444174 

BLAST score 187 

E value 3.0e-14 

Match length 87 

% identity 49 

NCBI Description (U94781) unconventional myosin [Helianthus annuus] 



Seq. No. 49823 

Seq. ID sat701008134.hl 

Method BLASTX 

NCBI GI g2832682 

BLAST score 189 

E value 1.0e-14 

Match length 61 

% identity 66 

.NCBI Description (AL021712) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 49824 

Seq. ID sat701008175.hl 

Method BLASTX 

NCBI GI gl669664 

BLAST score 207 

E value 1.0e-16 

Match length 80 

% identity 45 

NCBI Description (Z49706) GTP cyclohydrolase I [Dictyostelium discoideum] 



Seq. No. 49825 

Seq. ID sat701008241.hl 

Method BLASTN 

NCBI GI g4104971 

BLAST score 56 

E value 7.0e-23 

Match length 104 



8118 



% identity 

NCBI Description 



88 

Pisum sativum spermidine synthase 
complete cds 



1 (SPDSYN1) mRNA, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49826 

sat701008254.hl 

BLASTN 

g!70061 

64 

6.0e-28 

112 
89 

Soybean 
cds 



(G.max L.) beta-tubulin (S-beta-2) gene, complete 



Seq. No. 49827 

Seq* ID sat701008261.hl 

Method BLASTX 

NCBI GI g4455199 

BLAST score 168 

E value 4.0e-12 

Match length 92 

% identity 45 

NCBI Description (AL035440) putative protein [Arabidopsis thaliana] 

Seq. No. 49828 

Seq. ID sat701008290.hl 

Method BLASTX 

NCBI GI g3511285 

BLAST score 186 

E value 2.0e-14 

Match length 49 

% identity 76 

NCBI Description (AF081534) cellulose synthase [Populus alba x Populus 
tremula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49829 

sat701008293.hl 

BLASTN 

g296444 

257 

1.0e-143 

275 

99 

G.max ADR 6 mRNA 



Seq. No. 49830 

Seq. ID sat701008362.hl 

Method BLASTX 

NCBI GI g4519671 

BLAST score 204 

E value 2.0e-16 

Match length 83 

% identity 60 

NCBI Description (AB017693) transfactor [Nicotiana tabacum] 

Seq. No. 49831 



8119 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



sat701008394.hl 

BLASTX 

g3377797 

156 

5.0e-ll 

66 

58 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A, thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49832 

sat701008407.hl 
BLAST N 
g2564045 
48 

4.0e-18 

164 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K8K14, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49833 

sat701008422.hl 

BLASTX 

g3702121 

159 

3.0e-ll 

83 

43 

(AJ011681) retinoblastoma-related protein [Chenopodium 
rubrum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49834 

sat701008431.hl 

BLASTN 

gl70048 

130 

4.0e-67 

214 

41 

Glycine max SbPRPl gene encoding a proline-rich protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49835 

sat701008439.hl 

BLASTX 

g4510348 

140 

6.0e-09 

67 

43 

(AC006921) unknown protein [Arabidopsis thaliana] 



Seq. No. 



49836 



8120 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sat701008470.hl 

BLASTX 

g3914212 

227 

4.0e-19 

83 
55 

5-OXOPROLINASE { 5 -OXO-L- PROLINASE) (PYROGLUTAMASE) 
(5-OPASE) >gi_1732065 (U70825) 5-oxo-L-prolinase [Rattus 
norvegicus] 



Cjarr Kin 


49837 




qat701008488 hi 


Method 




NCBI CjI 


£>A Rft Q Q 
g j O^i JOJ? 


BLAST score 


100 


E value 


o . ue~ iz 


Match length 


68 


% identity 


47 


jNLiii Description 


/n^fidDPM s ! c*nH nnt dpi-^rmined exoer intent allv TZea mays 


Seq. No. 


4 y o jo 


beq. iu 


DO. L / U1UUO JUi . 1J.JL 


Mernoa 


DT TIQ'PY 


NCbl bi 


«o-i 990 CO 
go lZZO jo 


DT ACT 1 onriVQ 

oiiiio i score 




E value 


7 0^— "37 


Match length 


88 


% identity 


82 


jnldi uescripuion 


n-^-PHO^PRO^T.YrF.RATE DEHYDROGENASE PRECURSOR 


^.rr-l 9iftQQfi4 Hhn RAA?n40S (AB003280) Phosohoal vcerat e 




/-IciK trri-vrsrrari 3 CD r A V^i 1 H ATlQ "1 ^ t" h PI 1 1 flfia 1 




■>rri 2804? Hbi RAA24440 (AB010407) phosphoalycerate 




UCliytlLUUcIicloc [fli.aJJJ-vlu^/oxo <_ i xa. j — Lanu j 


Dc4 • 1N(J . 


49839 


Seq. ID 


sau /uiuUv j^i .ni 


Method 


DT aC'TY 


NCBI Cjl 


gou dj4 o -L 




183 


E value 


4.0e-14 


Match length 


59 


% identity 


59 


NCBI Description 


(AC003981) F22013.13 [Arabidopsis thaliana] 


Seq. No. 


49840 


Seq. ID 


sat701008548.hl 


Method 


BLASTN 


NCBI GI 


g497899 


BLAST score 


84 


E value 


1.0e-39 


Match length 


176 


% identity 


88 


NCBI Description 


Populus trichocarpa * Populus deltoides (clone 


sam.Pdx.Pt .2) S-adenosyl methionine synthetase mRNA, 




complete cds 



8121 



Qprr No 


49841 


Seq. ID 


sat701008589 hi 


Method 


BLASTX 


NCBI GI 


g4262234 


BLAST score 


199 


E value 


6. Oe-16 


Match, length 


48 


% identitv 


71 


NCBI Description 


(AC006200} unknown Drotein rArabiriDD^i hhal i sna 


Sen Mn 


49842 


Seq. ID 


sat701008594 hi 


Method 


BLASTX 


NCBI GI 


g2244790 


BLAST score 


386 


E value 


1.0e-37 


Match lencrth 


89 


§r 1 HPTlt T t V 


90 


NCBI Description 


(Z97336) kinesin hoitiolog [Arabidopsis thaliana] 


kJ ^ ^ • J.N ^ • 


4Q84? 


Sea ID 


sat701008679 hi 


Method 


BLASTX 


NCBI GI 


g3283072 


BLAST score 


288 


F, 1 hp 

ill V CLU. U~ 


3 Oe-?fi 


i. Id L. 1^11 -Ldivj U. ii 


89 
o .? 


% i d^nl" "i t v 


63 


NCBI D@spi"ir>tion 

^— ' 1— ' -1. Uvu VX XK/ Vll 


\ iii- \J \j \s c~ c~ j puu jvci L.a.iiJ-11 [_ iiwitivJ ijapiciio j 


lJ G ■ 1M \J • 


*± ,7 O *i *i 


Sea. ID 


sat701008682 hi 


Method 


BLASTN 

X-J i inu x x.'i 


NCBI GI 


g3413472 


BLAST score 


75 


E value 


3 Oe-34 


Match 1 PTirrth 


146 




88 


NCBI Description 


Glvoine max mRNA "Fot* ivrn^inp ri h n<3 Tibial - a 


O C ^ • LN • 




Seq. ID 


sat701008769 hi 


Method 


BLASTX 


NCBI GI 


g2827659 


BLAST score 


276 


R 1 hp 

i-i V GL-L 


9 . Oe-25 








fin 






Q-^rr "Mo 




Seq. ID 


sat701008774 .hi 


Method 


BLASTX 


NCBI GI 


g4559334 


BLAST score 


325 


E value 


2.0e-30 


Match length 


94 



8122 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



m 



56 



(AC007087) unknown protein [Arabidopsis thaliana] 



49847 

sat701008783.hl 

BLASTX 

gl352461 

176 

5.0e-13 

45 

71 



NCBI Description IN2-2 PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49848 

sat701008801.hl 

BLASTX 

g2529677 

253 

4.0e-22 

80 

76 

(AC002535) kinesin-like protein, heavy chain [Arabidopsis 
thaliana] 

49849 

sat701008812.hl 

BLASTN 

g4165340 

56 

7.0e-23 

213 

85 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

49850 

sat701008843.hl 

BLASTX 

g3935145 

193 

5.0e-15 

70 
56 

(AC005106) T25N20.9 [Arabidopsis thaliana] 
49851 

sat701008857.hl 

BLASTN 

g2739005 

41 

3.0e-14 

69 

90 

Glycine max cytochrome P450 monooxygenase CYP93Clp 
(CYP93C1) mRNA, complete cds 



Seq, No, 



49852 



8123 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sat701009013.hl 

BLASTX 

g4455187 

170 

2.0e-12 

81 
53 

(AL035521) hypothetical protein [Arabidopsis thaliana] 
49853 

sat701009116.hl 

BLASTX 

g4510417 

142 

4.0e-09 

34 

74 

(AC006929) putative BEL1 homeotic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49854 

sat701009148.hl 

BLASTN 

gl6508 

108 

6.0e-54 

152 

93 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871__gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 

49855 

sat701009168.hl 

BLASTX 

g2160158 

166 

6.0e-12 

42 

76 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gbJT20564, gbJT45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



49856 

sat701009174.hl 

BLASTN 

gl208704 

79 

1.0e-36 

140 

99 

Glycine soja histone 
49857 

sat701009249.hl 
BLASTX 



H3 gene, partial cds, clone H3-DGS750 



8124 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3482931 
333 

2.0e-31 

84 
73 

(AC003970) germin-like protein [Arabidopsis thaliana] 
49858 

sat701009304.hl 

BLASTX 

g2121177 

154 

1.0e-10 

50 
56 

hypothetical protein (transposon TnlOOO) - Escherichia coli 
>gi_43087_emb_CAA42758_ (X60200) ORF [Escherichia coli] 
>gi_303568_dbj_BAA03916_ (D16449) ORF [Escherichia coli] 



Seq. No. 


49859 


Seq. ID 


sat701009339.hl 


Method 


BLASTX 


NCBI GI 


g4580529 


BLAST score 


286 


E value 


5.0e-26 


Match length 


85 


% identity 


64 


NCBI Description 


(AF036308) scarecrow-. 


Seq. No. 


49860 


Seq. ID 


sat701009343.hl 


Method 


BLASTX 


NCBI GI 


g4056431 


BLAST score 


258 


E value 


1.0e-23 


Match length 


78 


% identity 


71 


NCBI Description 


(AC005990) Similar to 



13 [Arabidopsis thaliana] 



from Arabidopsis thaliana and is a member of the 
polygalacturonase family PF_00295. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



49861 

sat701009394.hl 

BLASTX 

g2257756 

103 

2.0e-09 

64 

53 

(U82815) nucleolar histone deacetylase HD2-p39 [Zea mays] 
>gi_3650466 (AF026917) histone deacetylase HD2-p39 [Zea 
mays] 

49862 

sat701009561.hl 

BLASTN 

g4097568 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



83 

5.0e-39 

126 

92 

Glycine max farnesylated protein GMFP4 mRNA, partial cds 
49863 

sat701009563.hl 

BLASTX 

g3482921 

230 

1.0e-19 

81 

60 

(AC003970) Unknown protein [Arabidopsis thaliana] 
49864 

sat701009641.hl 

BLASTN 

g2811229 

39 

1.0e-12 

63 

90 

Arabidopsis thaliana fimbrin 1 



gene, partial cds 



49865 

sat701009665.hl 

BLASTX 

g2462748 

276 

8.0e-25 

59 

85 

(AC002292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 

49866 

sat701009685.hl 

BLASTX 

gl36107 

147 

1.0e-09 

75 

39 

TRI PEPT I DYL- PE PT I DAS E II (TPP II) (TRIPEPTIDYL 
AMINOPEPT I DASE ) >gi_l 08287 5_pir S 54376 

tripeptidyl -peptidase II (EC 3.4.14.10) - human >gi_339880 
(M73047) tripeptidyl peptidase II [Homo sapiens] 
>gi_4507657_ref_NP_003282.1_pTPP2_ tripeptidyl peptidase II 

49867 

sat701009702.hl 

BLASTN 

gl370173 

60 

2.0e-25 
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NCBI GI 


g609224 


BLAST score 


120 


E value 


5.0e-61 


Match length 


272 


% identity 


86 


NCBI Description 


P. sativum mRNA for SAMS-2 >gi 609558 gb L36681 PEADENSYNB 



Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49873 

sat701009842.hl 

BLASTX 

g4220462 

216 

9.0e-18 

43 

93 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF_0004 6 
and bZIP PF_00170 domains. [Arabidopsis thaliana] 



oeq. iNO . 


A QQ7 A 


beq. iu 


sat. / u±uuyo34 .ni 


Method 


BLASTX 


NCBI GI 


g2829868 


BLAST score 


322 


E value 


3. Oe-30 


Match length 


84 


% identity 


73 


NCBI Description 


(AC002396) Unknown ] 


Seq. No. 


49875 


Seq. ID 


sat/01009872 . hi 


Method 


BLASTX 


NCBI GI 


g2854049 


BLAST score 


145 


E value 


2. Oe-09 


Match length 


67 


% identity 


43 


NCBI Description 


( AFO 44260) receptor 




[Oryza sativa] 


Seq. No. 




Seq. ID 


sat701009876.hl 


Method 


BLASTX 


NCBI GI 


g3779032 


BLAST score 


195 


E value 


3. Oe-15 


Match length 


90 


% identity 


42 


NCBI Description 


(AC005171) putative 


Seq. No. 


49877 


Seq. ID 


sat701009945.h2 


Method 


BLASTX 


NCBI GI 


g3702343 


BLAST score 


154 


E value 


2.0e-10 


Match length 


66 


% identity 


56 


NCBI Description 


(AC005397) putative 




thaliana] 


Seq. No. 


49878 


Seq. ID 


sat701009968.h2 


Method 


BLASTX 



putative homeotic gene regulator [Arabidopsis 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g4433048 
168 

4.0e-12 

41 

78 

(D26578) 



DNA-binding protein [Daucus carota] 



49879 

sat701010053.h2 

BLASTX 

g2827715 

247 

4.0e-28 

76 

23 

(AL021684) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



49880 

sat701010062.h2 

BLASTX 

g4539460 

173 

8.0e-13 

80 
4 

(AL049500) putative protein [Arabidopsis thaliana] 
49881 

sat701010078.h2 

BLASTX 

g2781348 

223 

1.0e-18 

79 
57 

(AC003113) F2401.4 [Arabidopsis thaliana] 
49882 

sat701010089.h2 

BLASTX 

g2289005 

354 

4.0e-34 

76 

86 

(AC002335) hypothetical protein [Arabidopsis thaliana] 
>gi_3763937 (AC004450) hypothetical protein [Arabidopsis 
thaliana] 

49883 

sat701010130.h2 

BLASTX 

g4138343 

360 

1.0e-34 

86 
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% identity 

NCBI Description 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 

(AJ011979) RNA-directed RNA polymerase [Petunia x hybrida] 

49884 " ' ' " - 

sat701010143.h2 

BLASTX 

g4539292 

197 

8.0e-16 

49 

80 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



49885 

sat701010167.h2 

BLASTN 

g457569 

101 

1.0e-49 

101 

100 

Soybean mRNA for endo-xyloglucan transferase, partial cds 
49886 

sat701010168.h2 

BLASTX 

g3980417 

229 

3.0e-19 

63 

38 

(AC004561) pumilio-like protein [Arabidopsis thaliana] 
49887 

sat701010213.h2 

BLASTN 

gl70073 

166 

2.0e-88 

220 
95 

Soybean calmodulin 



(SCaM-3) mRNA, complete cds 



49888 

sat701010287.h2 

BLASTX 

g4406821 

233 

9.0e-20 

57 

74 

(AC006201) hypothetical protein [Arabidopsis thaliana] 
49889 

sat701010337.hl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3046815 
361 

L0e-34 
78 
81 

(AL021687) cytochrome P450 [Arabidopsis thaliana] 
49890 

sat701010343.hl 

BLASTX 

g4539301 

245 

4.0e-21 

54 

80 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49891 

sat701010350.hl 

BLASTX 

g3935149 

172 

1.0e-12 

66 

50 

(AC005106) T25N20.13 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



49892 

sat701010361.hl 

BLASTX 

g3861070 

265 

2.0e-23 

87 

56 

(AJ235272) AT P- DE PENDENT CLP PROTEASE PROTEOLYTIC SUBUNIT 
(clpP) [Rickettsia prowazekii] 

49893 

sat701010364.hl 

BLASTX 

g400803 

171 

2.0e-19 

57 

80 

2 , 3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 

>gi_283033_pir A42807 phosphoglycerate mutase (EC 

5.4.2.1), 2, 3-bisphosphoglycerate-independent - maize 
>gi_168588 (M80912) 2, 3-bisphosphoglycerate-independent 
phosphoglycerate mutase [Zea mays] 

49894 

sat701010386.hl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2829862 
271 

3.0e-24 

90 

57 

(AC002396) 
thaliana] 



Similar to glucosyltransf erases [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



49895 

sat701010418.hl 

BLASTX 

g2194116 

139 

1.0e-08 

57 
44 

(AC002062) F20P5.1 gene product [Arabidopsis thaliana] 
49896 

sat701010420.hl 

BLASTX 

g3641845 

179 

1.0e-13 

49 

73 

(AJ223358) stelar K+ outward rectifying channel 
[Arabidopsis thaliana] 

49897 

sat701010512.hl 

BLASTX 

g2146731 

155 

1.0e-10 

93 
22 

FK506-binding protein - Arabidopsis thaliana >gi_1354207 
(U49453) rofl [Arabidopsis thaliana] 

49898 

sat701010515.hl 

BLASTX 

g3668089 

184 

6.0e-14 

92 

40 

(AC004667) unknown protein [Arabidopsis thaliana] 
49899 

sat701010533.hl 

BLASTX 

g4006920 

230 

5.0e-38 
95 



8132 



# 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



82 

(Z99708) actin interacting protein [Arabidopsis thaliana] 
49900 

sat701010535.hl 

BLASTX 

g4467125 

236 

5.0e-20 

94 

50 

(AL035538) putative protein [Arabidopsis thaliana] 
49901 

sat701010637.hl 

BLASTX 

g2511715 

485 

3.0e-49 

99 

90 

(AF0 19380) putative phosphatidylinositol-4-phosphate 
5-kinase [Arabidopsis thaliana] 

49902 

sat701010640.hl 

BLASTX 

g3395440 

396 

1.0e-38 

104 

65 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
49903 

sat701010647.hl 

BLASTX 

g2459437 

296 

5.0e-27 

81 

73 

(AC002332) hypothetical protein [Arabidopsis thaliana] 
49904 

sat701010658.hl 

BLASTN 

g3176097 

98 

7.0e-48 

285 

84 

Medicago truncatula mRNA for annexin 
49905 

sat701010747.hl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4559333 
148 

8.0e-10 

72 

44 

(AC007087) unknown protein [Arabidopsis thaliana] 
49906 

sat70i010748.hl 

BLASTX 

g4544374 

174 

8.0e-13 

92 

39 

(AC006920) unknown protein [Arabidopsis thaliana] 
49907 

sat701010777.hl 

BLASTX 

g2443887 

284 

1.0e-25 

82 

70 

(AC002294) Similar to transcription factor 
gb_Z46606_1658307 and others [Arabidopsis thaliana] 

49908 

sat701010809.hl 

BLASTX 

g2911072 

217 

5.0e-18 

61 

70 

(AL021960) putative protein [Arabidopsis thaliana] 
49909 

sat701010912.hl 

BLASTX 

g4115377 

179 

2.0e-13 

77 

47 

(AC005967) unknown protein [Arabidopsis thaliana] 
49910 

sat701010916.hl 

BLASTX 

g4490330 

373 

3.0e-36 

85 

82 

(AL035656) splicing factor-like protein [Arabidopsis 
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thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49911 

sat701010919.hl 

BLASTX 

g729332 

308 

1.0e-28 

87 

63 

DHP1 PROTEIN >gi_629894_pir S43891 dhpl protein - fission 

yeast (Schizosaccharomyces pombe) >gi_496393_dbj_BAA04601_ 
(D17752) Dhpl protein [Schizosaccharomyces pombe] 
>gi_1177359_emb_CAA93235_ (Z69240) dna exoribonuclease 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49912 

sat701010920.hl 

BLASTX 

g3249065 

175 

6.0e-13 

72 

47 

(AC004473) Similar to HAK1 gb_U22945 high affinity 
potassium transporter from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49913 

sat701010969.hl 

BLASTN 

gl6508 

66 

8.0e-2 9 

158 

85 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49914 

sat701010977.hl 

BLASTX 

gl931653 

141 

5.0e-09 

43 

67 

(U95973) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



49915 

sat701010986.hl 

BLASTX 

g!18926 

187 

2.0e-14 
61 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



57 

DESSICAT I ON- RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 



49916 

sat701011035.hl 

BLASTX 

g2388937 

270 

6.0e-24 

56 
82 

(Z98977) hypothetical protein 



[Schizosaccharomyces pombe] 



49917 

sat701011036.hl 

BLASTX 

g3451071 

385 

2.0e-37 

81 

95 

(AL031326) beta adaptin - like protein [Arabidopsis 
tha liana] 

49918 

sat701011044.hl 

BLASTX 

g4028970 

139 

1.0e-08 

63 
49 

(AF060248) pollenless3 [Arabidopsis thaliana] 
49919 

sat701011053.hl 

BLASTX 

g2160166 

170 

3.0e-12 

95 

41 

(AC000132) No definition line found [Arabidopsis thaliana] 
49920 

sat701011082.hl 

BLASTN 

g829118 

132 

4.0e-68 

248 

88 

8136 



NCBI Description P. vulgaris gene for cyclophilin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49921 

sat70101H01.hl 

BLASTX 

g2244904 

345 

8.0e-33 

95 

24 

(Z97339) similar to hypothetical protein C02F5.7 - Caenorha 
[Arabidopsis thaliana] 

49922 

sat701011136.hl 

BLASTX 

g2497366 

182 

9.0e-14 

79 
49 

INTERFERON-GAMMA INDUCIBLE PROTEIN MG11 

>gi_2137851_pir 149127 unknown intracellular protein - 

mouse >gi_558903 (U15635) unknown intracellular protein 
[Mus musculus] 

49923 

sat701011165.hl 

BLASTX 

g3036792 

406 

5.0e-40 

88 

86 

(AL022373) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49924 

sat701011201.hl 

BLASTX 

g4104929 

433 

3.0e-43 

93 

86 

(AF042195) auxin response factor 7 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49925 

sat701011291.hl 

BLASTN 

g516102 

247 

1.0e-137 

247 

100 

Soybean phytochrome B (phyB) 



gene exons 1-5, complete cds 



8137 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49926 

sat701011452.hl 

BLASTX 

g3805962 

166 

6.0e-12 

38 
76 

(Y13772) laccase [Populus balsamifera subsp. trichocarpa] 
49927 

sat701011515.hl 

BLASTX 

gl917019 

219 

4.0e-18 

67 

66 

(U92045) ribosomal protein S6 RPS6-1 [Zea mays] 
49928 

sat701011673.hl 

BLASTX 

g470337 

235 

5.0e-20 

74 

57 

(U00043) similar to entire D. melanogaster white protein; 
also similar to other atp-binding transport proteins 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49929 

sat701011784.hl 

BLASTX 

g3367534 

296 

3.0e-27 

84 

69 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



49930 

sat701011787.hl 

BLASTX 

g3901294 

156 

9.0e-ll 

68 

43 

(AF089711) rpp8 
49931 

sat701011830.hl 
BLASTX 



[Arabidopsis thaliana] 



8138 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3598857 
213 

2.0e-17 

69 
62 

(AF072447) 
trif ida] 



short-chain alcohol dehydrogenase [Ipomoea 



Seq. No. 


49932 


Seq. ID 


sat701011895 .hi 


Method 


BLASTX 


NCBI GI 


g3924598 


BLAST score 


153 


E value 


2.0e-10 


Match length 


71 


% identity 


45 


NCBT Dpqrrir)t*ion 


( AFT) 4 0 \ "nut?) Y i nvi Hovprinpt ^ c<o [ Ar^hi Hnn«! "i ^ -f-Kfll 


D o • IN V . 






^1-701 01 1 Q^l hi 














K T7^ 1 Tip 


A Oe-20 


Match length 


75 


% identity 


79 


NCBI Description 


(AC004238) putative translation initiation factor 




EIF-2B-epsilon subunit [Arabidopsis thaliana] 


Seq. No. 


49934 


Seq. ID 


sat701011990.hl 


Method 


BLASTN 


NCBI GI 


g2304954 


BLAST score 


277 


E value 


1.0e-154 


Match length 


277 


% identity 


100 


NCBI Description 


Glycine max aluminum induced sali5-4a mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



49935 

sat701012014.hl 

BLASTX 

g2146731 

295 

5.0e-27 

76 

28 

FK506-binding protein - Arabidopsis thaliana >gi_1354207 
(U49453) rofl [Arabidopsis thaliana] 

49936 

sat701012057.hl 

BLASTX 

g3979853 

159 

4.0e-ll 

57 



8139 



% identity 44 

NCBI Description (AJ131181) DAF-18 protein [Caenorhabditis elegans] 

>gi_4050032 (AF098286) DAF-18 [Caenorhabditis elegans] 
>gi_4512113_gb_AAD21620.1_ (AF126286) PTEN 
phosphatidylinositol 3' phosphatase homolog DAF-18 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49937 

sat701012079.hl 

BLASTN 

g974781 

109 

2.0e-54 

208 

91 

C.blumei kinetoplast met gene for cobalamine-independent 
methionine synthase 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49938 

sat701012091.hl 

BLASTN 

gl69980 

239 

1.0e-132 

259 

98 

Soybean heat-shock protein 



(Gmhsp26-A) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49939 

sat701012156.hl 

BLASTX 

g3367596 

297 

3.0e-27 

92 

60 

(AL031135) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49940 

sat701012195.hl 

BLASTN 

g2606080 

80 

3.0e-37 

199 

86 

Glycine max sucrose synthase 



(SS) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49941 

sat701012238.hl 

BLASTN 

g310560 

272 

1.0e-151 

279 

100 

Soybean ascorbate peroxidase mRNA, 



complete cds 



8140 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49942 

sat701012292.hl 

BLASTX 

g2462134 

166 

5.0e-17 

86 

47 

(Y13368) reverse transcriptase [Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49943 

sat701012313.hl 

BLASTX 

g3249577 

184 

3.0e-14 

60 
48 

(AF055573) fragile histidine triad protein [Mus musculus] 
.>gi_3264590 (AF047699) fragile histidine triad protein [Mus 
musculus] 



Seq. No. 


49944 


Seq. ID 


sat /uiui^ooy.ni 


Method 


DT 7\ O TV 
DLAbiA 


NCBI GI 


g509810 


BLAST score 


151 


E value 


8.0e-12 


Match length 


63 


% identity 


62 


NCBI Description 


(L08468) envelope Ca2+-ATPase [Arabidopsis thaliana] 


Seq. No. 


49945 


Seq. ID 


sat701012412.hl 


Method 


BLASTX 


NCBI GI 


g584892 


BLAST score 


236 


E value 


4.0e-20 


Match length 


67 


% identity 


60 


NCBI Description 


SERINE CARBOXYPEPTIDASE I PRECURSOR (CARBOXY PEPTIDASE C) 




>gi 629805 pir S43516 serine carboxypeptidase I - rice 




>gi_409580_dbj_BAA04510_ (D17586) serine carboxypeptidase 




[Oryza sativa] 


Seq. No. 


49946 


Seq. ID 


sat701012419.hl 


Method 


BLASTX 


NCBI GI 


gl076291 


BLAST score 


188 


E value 


1.0e-14 


Match length 


83 


% identity 


53 



NCBI Description 



amino acid transporter AAT1 - Arabidopsis thaliana 
>gi_2911069_emb_CAA17531_ (AL021960) amino acid transport 
protein AAT1 [Arabidopsis thaliana] 



8141 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49947 

sat701012504.hl , 

BLASTN 

g255407 

74 

9.0e-34 

74 

100 

repetitive proline-rich protein { cDNA clone 1A10-2} 
[Glycine max=soybeans, axes germinated for 31 hours, mRNA, 
943 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49948 

sat701012510.hl 

BLASTX 

g2281647 

205 

2.0e-16 

59 

63 

(AF003104) AP2 domain containing protein RAP2.11 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49949 

sat701012544.hl 

BLASTX 

g3540195 

304 

4.0e-28 

75 
39 

(AC004260) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49950 

sat701012567.hl 

BLASTN 

g498907 

60 

3.0e-25 

168 

88 

Pisum sativum ribosomal protein L34 homolog (RPL34) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49951 

sat701012568.hl 

BLASTN 

g2058281 

40 

2.0e-13 

68 
90 

A. thaliana mRNA for AtRanBPla protein 



Seq. No. 
Seq. ID 



49952 

sat701012591.hl 



8142 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g4204303 

276 

8.0e-25 

80 
66 

(AC003027) 



lcljprt seq No definition line found 



[Arabidopsis thaliana] 
49953 

sat701012689.hl 

BLASTN 

gl778369 

36 

3.0e-ll 

48 

94 

Glycine max asparagine synthetase 2 
cds 



(AS2) mRNA, complete 



49954 

sat701012690.hl 

BLASTX 

g3395428 

150 

5.0e-10 

69 

43 

(AC004 683) unknown protein [Arabidopsis thaliana] 
49955 

sat701012722.hl 

BLASTX 

g2648023 

207 

1.0e-16 

80 
49 

(Z97184) BING4 [Homo sapiens] 
49956 

sat701012770.hl 

BLASTX 

g2244827 

271 

3.0e-24 

64 

39 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
49957 

sat701012775.hl 

BLASTX 

g2864618 

198 

1.0e-15 
69 



8143 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score* 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 

(AL021811) putative protein [Arabidopsis thaliana] 



49958 

sat701012818.hl 

BLASTN 

g21103 

64 ' f - 

1.0e-27 

100 

91 

R.sativus mRNA for HMG-COA reductase 



(clone cRS8) 



49959 

sat701012845.hl 

BLASTX 

g2649345 

305 

4.0e-28 

85 

68 

(AE001019) tryptophan synthase, 
[ Ar chaeoglobus f ulgidus ] 



subunit beta (trpB-1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49960 

sat701012878.hl 

BLASTX 

g3355467 

250 

3.0e-23 

93 

59 

(AC004218) hypothetical protein [Arabidopsis thaliana] 
49961 

sat701012968.hl 

BLASTX 

g3451079 

149 

7.0e-10 

46 
63 

(AL03132 6) putative protein [Arabidopsis thaliana] 
49962 

sat701013003.hl 

BLASTX 

g2129771 

120 

3.0e-ll 

53 

70 

xyloglucan endotransglycosylase-related protein XTR-6 - 
Arabidopsis thaliana >gi_1244758 (U43488) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_4539299_emb_CAB39602.1_ (AL049480) xyloglucan endo-1, 
4-beta-D-glucanase (XTR-6) [Arabidopsis thaliana] 



8144 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49963 

sat701013026.hl 

BLASTX 

g3319341 

166 

7.0e-12 

91 

40 

(AF077407) similar to Medicago sativa nucleic acid binding 
protein Alfin-1 (GB:L07291) [Arabidopsis thaliana] 



Sea No 


49964 


Seq. ID 


sat701013041.hl 


Method 


BLASTN 


NCBI GI 


gl808591 


BLAST score 


117 


E value 


3.0e-59 


Match length 


173 


% identity 


92 


NCBI Description 


C.arietinum mRNA 


Seq. No. 


49965 


Seq. ID 


sat701013063.hl 


Method 


BLASTX 


NCBI GI 


g2462750 


BLAST score 


170 


E value 


2.0e-12 


Match length 


59 


% identity 


53 


NCBI Description 


(AC002292) Highly 



(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 


49966 


Seq. ID 


sat701013083.hl 


Method 


BLASTX 


NCBI GI 


g3420050 


BLAST score 


261 


E value 


5.0e-23 


Match length 


89 


% identity 


51 


NCBI Description 


(AC004680) hypothetical 


Seq. No. 


49967 


Seq. ID 


sat701013086.hl 


Method 


BLASTX 


NCBI GI 


g2314805 


BLAST score 


272 


E value 


3.0e-24 


Match length 


87 


% identity 


68 


NCBI Description 


(U85045) 2-oxoglutarate- 



[Pi sum 



sativum] >gi_2316036 (AF001219) gibberellin 3 
beta-hydroxylase [Pisum sativum] 



Seq. No. 
Seq. ID 



49968 

sat701013093.hl 



8145 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST N 

g303900 

38 

2.0e-12 

130 

41 

Soybean gene for ubiquitin, complete cds 
49969 

sat701013103.hl 

BLASTX 

g3688193 

247 

2.0e-21 

78 

60 

(AJ010091) MAP3K alpha 1 protein kinase 



[Brassica napus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



49970 

sat701013168.hl 

BLASTX 

g2191144 

394 

1.0e-38 

91 
81 

{AF007269) A_IG002N01 . 24 gene product [Arabidopsis 
thaliana] 

49971 

sat701013183.hl 

BLASTX 

g2506525 

250 

1.0e-21 

91 
62 

HOMEOBOX PROTEIN GLABRA2 (HOMEOBOX-LEUCINE ZIPPER PROTEIN 

ATHB-10) (HD-ZIP PROTEIN ATHB-10) >gi_2129614_pir S71449 

homeotic protein GL2 - Arabidopsis thaliana >gi_1695244 
(L32873) homeodomain protein [Arabidopsis thaliana] 

49972 

sat701013210.hl 

BLASTX 

gl899175 

416 

3.0e-41 

92 

87 

(U90262) calcium-dependent calmodulin-independent protein 
kinase CDPK [Cucurbit a pepo] 

49973 

sat701013242.hl 

BLASTX 

g4415912 
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# • 



BLAST score 


184 


E value 


3. Oe-14 


Matnh 1 pnrrth 


68 
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NCBI Descrintion 


(AC00698yM ryntativp nrnfpa^p \ Arahi rinn^i <3 fhsl i anal 




49974 


Seq. ID 


sat701013309.hl 


Method 


BLASTX 


NCBI GI 


gl076314 


BLAST score 


138 


E value 


1.0e-08 


Match length 


32 


% idpnt i t* v 


84 
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Sea ID 


sat701013325 hi 

f VXwX<hJ«J£ai^ • 1 1 X 


Method. 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


156 
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BLASTX 


NCBI GI 
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BLAST score 
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NCBI Descrirjtion 
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A QQ77 
_/ 17 / / 


Sea TD 


qat 7D1 01 S4?9 hi 


Method 


BLASTX 


NCBI GI 


g3970652 


BLAST score 


295 
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NCBI DesrriDf i on 


(X774QQ1 arninn apiri DPTTTipa ^p TATalni Hnn^ Thalianal 


Oc^. L\ (J . 


4 QQ7 fi 


Sea ID 


sat701013445 hi 


Method 


BLASTX 


NCBI GI 


gl777312 


BLAST score 


250 


E value 


1.0e-21 


Match length 


91 


% identity 


61 


NCBI Description 


(D30622) novel serine/threonine protein kinase [Arabidopsis 



8147 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49979 

sat701013504.hl 

BLASTX 

g3152583 

239 

2.0e-20 

87 

59 

(AC00298 6) Contains similarity to inhibitor of apoptosis 
protein gb_U45881 from D. melanogaster . [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49980 

sat701013521.hl 

BLASTX 

g3759184 

180 

2.0e-13 

54 

70 

(AB018441) phi-1 



[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49981 

sat701013533.hl 

BLASTX 

gl246403 

206 

2.0e-16 

52 

71 

(X94698) TINY [Arabidopsis thaliana] >gi_3406035 (AC005405) 
TINY [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



49982 

sat701013548.hl 

BLASTX 

g2055228 

180 

2.0e-13 

51 

21 

(AB000129) SRC1 [Glycine max] 
49983 

sat701013585.hl 

BLASTX 

g2827623 

226 

7.0e-19 

48 

92 

(AL021636) putative protein [Arabidopsis thaliana] 
49984 

sat701013601.hl 
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Lie L11UU 


RT.ASTX 


NCBI GI 


gl561774 


BLAST score 


186 


T73 1 HA 
J_i v CLX Lie 


3 . Oe-14 


lYiaLcn xeiiy uii 


£4 


t> iu.cTJXii_y 




L\\*/Lj d. L/C oUl x£J L.XU1J. 


f 176749 6} Trial atp dphvdrocrpnasp TVitis viniferal 


OctJ • INO • 




ij C ^ » X u 


sat701013636 hi 


Mpthod 


BLASTX 


NCBI GI 


g2623248 


BLAST score 


358 


V. ^7^ 1 HP 
-t_t V CLX H C 


1 . Oe-35 


Matph 1 f^Ti rrt" H 
iicill^ii J-Ciiu m 


82 


*5 IQelJX J. L_y 


0 0 


NTPRT npcpri nt 1 1 on 

L\ ^/ XJ X L/C O <«_*X- -L.f-J LXWli 


(AF030882} SU1 isoamvlase FZea mavsl 


o c . in u . 


4 QQfi ^ 

^ 370 D 


q P rf jn 

OCI^i X u 


qat701 01 3640 hi 

ocll> / uiyi J U1 U • 11 X 


IMC UilUU. 


RT.ASTX 


NCBI GI 


g4314376 


BLAST score 


122 


JL val lie 




L v Jat.L-Il XcIiyCll 


Of* 


% identity 


CO 


rdOJDX JJcoOIipLlUIl 


Y rWs \j \j 0 0 ) oXiuxxcLX LU riu xi l^tlx cujxuujjoxq liiclxxcliici j 


beg. no. 


4 y y 0 / 


Qcarr TPl 

oeg. 1U 


Qa-r-7fl1 fll 4 hi 




RT uQTY 
DlifiO 1A 


NCBI GI 


g3033389 


BLAST score 


183 


J_j Val Lie 


5 . Oe-14 


rid U Oil XcIiyL.Il 


77 


Q- T /"J A T*l +- ^ 4-TT 

is lueTitxty 




MPRT Flo cpri T\t" T r^r» 

LNOXjX UCO^lipilUH 


fAP00423R} Cf—9 1— lilcpk nmf pin r Arab i don*? i*? thalianal 


O /-> /t M f"\ 

beq. LNO . 


fi y yo 0 


oc^< 1U 


<?^t-701 01 ^fiRO hi 

OCtL. f UlUlJUJU • 11X 


ilC LllVJLl 


RT.A9TN 

DJJTlO X Vi 


NPRT CrT 

LNOXjX VJX 




BLAST score 


34 


E value 


9.0e-10 


i v id L Oi 1 XeliyL.li 


iji 


15 iciciiL-ii-y 


O D 


NCBI Description 


i\raDiaopsis unanana genomic una, cnroniosonie iri ci 




LYIZjfiXO/ C01TlJJx.ete oetjlxciloe [rix aiJXvJ.U_pt5 Xo LIlclXXclJ.lcl J 


064, NO. 


4 y yo y 


0CL4. XJJ 


cpi-7ni 01 ^79ft hi 

OClL, / U1U1J / O . I1X 


Method 


BLASTX 


NCBI GI 


g4455293 


BLAST score 


198 


E value 


1.0e-15 


Match length 


76 


% identity 


57 
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NCBI Description (AL035528) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49990 

sat701013730.hl 

BLASTX 

g584892 

185 

5.0e-17 . 

64 

67 

SERINE CARBOXYPEPTIDASE I PRECURSOR (CARBOXYPEPTIDASE C) 

>gi_629805_pir S43516 serine carboxypeptidase I - rice 

>gi_409580_dbj_BAA04510_ (D17586) serine carboxypeptidase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49991 

sat701013768.hl 

BLASTX 

g3201680 

352 

1.0e-33 

89 

79 

(AF060941) extra-large G-protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49992 

sat701013775.hl 

BLASTX 

g2305222 

234 

6.0e-20 

78 

58 

(AF012089) phenylalanyl tRNA synthetase 
melanogaster] 



[Drosophila 



Seq. No. 

.Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49993 

sat701013785.hl 

BLASTX 

g2129613 

223 

1.0e-18 

88 
52 

homeotic protein BEL1 - Arabidopsis thaliana >gi_1122533 
(U39944) BELLI [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49994 

sat701013796.hl 

BLASTX 

gl706956 

254 

3.0e-22 

65 

62 

(U58283) cellulose synthase 



[Gossypium hirsutum] 



8150 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



49995 

sat701013811.hl 

BLASTX 

g4038037 

158 

6.0e-ll 

87 
4 

(AC005936) hypothetical protein 



[Arabidopsis thaliana] 



49996 

sat701013842.hl 

BLASTN 

gll61925 

189 

1.0e-102 

197 

99 

Glycine max alpha-carboxyltransf erase aCT-1 precursor mRNA, 
complete cds 

49997 

sat701013845.hl 

BLASTX 

g4185511 

253 

4.0e-22 

56 

88 

(AF102822) actin depolymerizing factor 4 [Arabidopsis 
thaliana] 



49998 

sat701013852.hl 

BLASTX 

g3378491 

267 

9.0e-24 

81 

65 

(AJ007578) pRIB5 protein [Ribes nigrum] 
49999 

sat701013855.hl 

BLASTX 

gl087073 

385 

1.0e-37 

86 

79 

(S79243) calmodulin-binding heat-shock protein, CaMBP 
[Nicotiana tabacum=tobacco, Wisconsin-38 , Peptide, 449 
[Nicotiana tabacum] 



aa] 



50000 

sat701013866.hl 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g516853 
203 

l.Ge-110 

262 
41 

Soybean SUBI-2 gene for ubiquitin, complete cds 
•50001 

sat701013868.hl 

BLASTX 

g3927830 

326 

1.0e-30 

77 

74 

(AC005727) hypothetical protein [Arabidopsis thaliana] 
50002 

sat701013915.hl 

BLASTN 

g3298610 

63 

5.0e-27 

119 
88 

Arabidopsis thaliana BAC T2H3 
50003 

sat701013939.hl 

BLASTX 

g3355480 

195 

3.0e-15 

80 

41 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



50004 

sat701013952.hl 

BLASTX 

g3122313 

389 

6.0e-38 

95 

75 

LEC14B HOMOLOG 
armeniaca] 

50005 

sat701013978.hl 

BLASTX 

gl36057 

204 

2.0e-16 

70 

57 



>gi_2351587 (U82760) LEC14B homolog [Prunus 



8152 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_994 99_pir A32187 (S) -tetrahydroberberine oxidase 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

50006 

sat701014019.hl 

BLASTX 

gl703446 

172 

1.0e-12 

68 

57 

L - AS PARAG I NAS E 
>gi_1076292_pir 
>gi_7 3591 8_emb_CAA8 4367 
thaliana] 



L-AS PARAG I NE AMIDOHYDROLASE) 
_S53127 asparaginase - Arabidopsis thaliana 
Z34884) asparaginase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50007 

sat701014062.hl 

BLASTX 

g3075398 

359 

2.0e-34 

91 

73 

(AC0044 84) unknown protein [Arabidopsis thaliana] 
50008 

sat701014073.hl 

BLASTX 

g4538959 

252 

5.0e-22 

49 

86 

(AL049488) putative protein [Arabidopsis thaliana] 
50009 

sat701014148.hl 

BLASTX 

g3831470 

274 

9.0e-25 

94 

55 

(AC005700) unknown protein, 3' partial [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



50010 

sat701014174.hl 

BLASTX 

g3759184 

419 

1.0e-41 

92 

83 
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NCBI Description (AB018441) phi-1 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50011 

sat701014185.hl 

BLASTN 

gl69360 

33 

4.0e-09 

69 

87 

P. vulgaris PVPK-1 protein, complete cds 
50012 

sat701014225.hl 

BLASTX 

g2464901 

229 

6.0e-22 

72 

78 

(Z99708) putative protein [Arabidopsis thaliana] 
50013 

sat701014261.hl 

BLASTX 

g3152613 

159 

2.0e-ll 

47 
70 

(AC004482) hypothetical protein [Arabidopsis thaliana] 
50014 

sat701014263.hl 

BLASTN 

g3695294 

40 

2.0e-13 

136 
87 

Glycine max nodule-specific glutamine synthetase gene, 
complete cds 

50015 

sat701014290.hl 

BLASTX 

gll6908 

282 

2.0e-25 

67 

84 

CAFFEIC ACID 3-O-METHYLTRANSFERASE 
( S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 
3-O-METHYLTRANSFERASE) (COMT) >gi_166420 (M63853) 
S-adenosyl-L-methionine : caffeic acid 3- 0 -methyl transf erase 
[Medicago sativa] 



8154 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50016 

sat701014314.hl 

BLASTN 

g2317899 

276 

1.0e-154 

296 

98 

Glycine max Sali3-2 mRNA, complete cds 
50017 

sat701014338.hl 

BLASTX 

gll61167 

275 

1.0e-24 

88 

50 

(L42466) ethylene-forming enzyme [Picea glauca] 
50018 

sat701014343.hl 

BLASTX 

g3334667 

138 

1.0e-08 

80 
38 

(Y10493) putative cytochrome P450 [Glycine max] 
50019 

sat701014395.hl 

BLASTX 

g2244965 

213 

2.0e-17 

51 

82 

(Z97340) unnamed protein product [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



50020 

sat701014403.hl 

BLASTN 

g2317899 

123 

4.0e-63 

139 

97 

Glycine max Sali3-2 mRNA, complete cds 
50021 

sat701014495.hl 

BLASTN 

g3241920 

35 

2.0e-10 
47 
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# • 

% identity 94 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAE1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50022 

sat701014546.hl 

BLASTN 

g296444 

269' 

1.0e-150 

276 

100 

G.max ADR6 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50023 

sat701014587.hl 

BLASTX 

g4204695 

193 

2.0e-29 

90 

68 

(AF117062) putative inositol polyphosphate 5-phosphatase 
AtSPl [Arabidopsis thaliana] 

50024 

sat701014631.hl 

BLASTN 

g!808591 

88 

6.0e-42 

196 

86 

C.arietinum mRNA for SAM-synthetase 
50025 

sat701014639.hl 

BLASTX 

g3947735 

172 

2.0e-12 

55 
55 

(AJ009720) NL27 



[Solanum tuberosum] 



Seq. No. 50026 

Seq. ID sat701014660.hl 

Method BLASTX 

NCBI GI g4239692 

BLAST score 317 

E value 2.0e-29 

Match length 71 

% identity 82 

NCBI Description (AJ132745) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 50027 

Seq. ID sat701014661.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 

g4097879 

118 

8.0e-60 

277 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

50028 

sat701014726.hl 

BLASTN 

g2304954 

122 

3.0e-62 

122 

100 

Glycine max aluminum induced sali5-4a mRNA, complete cds 
50029 

sat701014729.hl 

BLASTX 

g4467359 

158 

6.0e-ll 

37 

76 

(AJ002685) Phosphatidylinositol 4-kinase [Arabidopsis 
thaliana] 

50030 

sat701014732.hl 

BLASTN 

gl66379 

74 

1.0e-33 

192 
70 

Alfalfa glucose-regulated endoplasmic reticular protein 
mRNA, complete cds 

50031 

sat701014866.hl 

BLASTN 

gl6508 

89 

1.0e-42 

149 
90 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 

50032 

sat701014880.hl 

BLASTX 

g2911049 
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BLAST score 


144 


E value 


2.0e-09 


iyiai.cn iengi_n 


DU 


% identity 


4 0 


NCBI Description 


(AL021961) glucosyltransf erase -lik 




thaliana] 


Seq. No. 


C A A O O 


oeq. 1JJ 


sat /u±u±4y/4.n± 




DLu\0 I IN 


NCBI GI 


gl8737 


BLAST score 


218 


E value 


1 . ue— iiy 


Match length 


on a 
Z f 4 


-s identity 


10 


iNUoJ. Ucscripiion 


uiycins inax t\rt\ro gene ior repei-im 


Seq. No. 


c a a o >i 

500o4 


oeq. id 


sat /uiuiou/^. ni 


ixietnoci 


OLttiO 1 IN 


NCBI GI 


gl769894 


BLAST score 


64 


E value 


i . ue~z / 


Match length 


1 /o 


s identity 


ob 


NCBI Description 


A. thaliana mRNA for CaLB protein 


Seq. No. 


50035 


Seq. ID 


— . — -U"*7A"1A*ltA01 1_ 1 

sat 7 01 015 081 . hi 


Method 


BLAolN 


NCBI (j1 


_,0 1 A O 1 1 

gzluoll 


BLAST score 


38 


E value 


4.0e-12 


Match length 


1 / 1 


£ identity 


A *1 

91 


NCBI Description 


Bean pod mottle virus coat protein 




complete middle component (M) RNA 


Seq. No. 


C A A *!5 /" 

50036 


oeq. iu 


sac /uluiOijo .nl 


1*1 e tnou 


DT 7\ QTY 
CiifiOlA 


INOJD1 vjl 


gi / DjZjU 


BLAST score 


330 


E value 


4.0e-31 


Match length 


o c 
oO 


% identity 


lb 


NCBI Description 


(U72145) 3-hydroxy-3-methylglutaryl 




[Camptotheca acuminata] 


Seq. No. 


50037 


oeq. ID 


sat 70 10 152 41. hi 




JDlji-iO 1 A 


NCBI GI 


g2618696 


BLAST score 


216 


E value 


9.0e-18 


Match length 


71 


% identity 


49 



a reductase 



8158 



# 



NCBI Description (AC002510) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50038 

sat701015262.hl 

BLASTN 

g4097879 

116 

1.0e-58 

268 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 


50039 


Seq. ID 


sat701015266.hl 


TV/T "h" /"s^^ 

rlSLUOU 


"DT 7\ C 

DlifiD 1 JN 


"Kir* dt r*T 


go±oo4 /o 


BLAST score 


o o 


E value 


l . ue-oo 


Match length 


IOC 


% identity 


91 


jNUrsi Description 


Samanea saman aquaporin 1 (Aqpl) inRNA, complete cds 






Seq. ID 


sat701015284.hl 


Method 


BLASTX 




gZo4Z4 ol 


BiuAoi score 


z / y 


E value 


4 . Ue-zo 


Match length 


/ 0 


% identity 




NCBI Description 


(AL02174 9) extensin-like protein [Arabidopsis thaliana 




JUU11 


OCkj . J_ u 


Oct L / UlUlJJl / . I1X 


Method 


BLASTX 


NCBI GI 


g4378659 


rsLiAoi score 


i co 
loU 


E value 


o . ue z o 


Match length 


84 


% identity 


73 


NCBI Description 


(AF107726) cyclic nucleotide gated channel [Arabidopsi 




thaliana] 


Seq. No. 


50042 


Seq. ID 


sat701015336.hl 


Method 


BLASTX 


NCBI GI 


g2911067 


BLAST score 


169 


E value 


2.0e-12 


Match length 


43 


% identity 


81 


NCBI Description 


(AL021960) UV-damaged DNA-binding protein- like 




[Arabidopsis thaliana] 


Seq. No. 


50043 


Seq. ID 


sat701015373.hl 
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Method 


BLASTN 

J-J 1 1 flu J- -LN 


NCBI GI 


g296444 


BLAST score 


236 


W va 1 hp 


1 Qe-130 


Mai" oh 1 on 4— h 
i/iCl l~OH Icll^ Ull 


£* *i 


% t H^ti h i 


i no 


NCBI Description 


G.max ADR6 mRNA 


JC^i IN O • 


5004 4 




^3^70101^424 hi 


Method 


BLASTX 


NCBI GI 


g4006900 


BLAST score 


282 


p t7a i 1 1 o 


i 0^-9 5 


TVIa 1~ oh 1 c»"n <t4~ h 
iiduVrfii icily uu 


84 


o X LitJI i Ll Ly 


71 

/ X 
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ca1"7ni m 5 4 4 4 hi 
Sat / UxUxOfl^^ . nx 


Mp t" h nH 

1 1CJ U- ilUU 


DiiflO X IN 


NCBI GI 


g3982595 


BLAST score 


144 


JZj V Ct-L LlC 




Mahoh 1 o t*4 it - ! - h 
IMcLLOIl XfcJliy LI1 


1 ft ^ 




Q5 


LNUDl UCOLJ l_ LJ t LUI1 


UiyUliiC ILLclA LaLlUlllL ^JfciX UAluao t; Z. ^JCrX2S.^,/ ItiXM^rl/ UUiUpiC Lc 


O c CJ • LN O • 


JUU*t D 


9prr TO 


^ai-7ni fll SAfi R hi 


Me1~hnd 


RT.A9TX 


NCBI GI 


g2865416 


BLAST score 


370 


I_> VCllUC 




TiA a 4- V\ 1 d -r~\ f*r 4— V\ 

i v iGt ut^ix Xciigull 


o u 




1 

0 X 




( ZlT7 , ft'^Ci*^£7 oh "Y*r\mr\Td lrt\r~\ a ea f 7\ va V\ n W at*\ o n o ■fKa 1 i ai^a 1 
\rii UO jjo / J UIlxOXUOUlSt_nyXa.se [rii aDluOpS 1 5 X,IlciXXa.ilca J 




OUU4 / 


O • XL/ 


c?^t701 fll hi 

OCLL, / U1U1 J4 Jt. «11X 


Mpf h nH 


DliTlO J. /i. 


IN O JJ X OX 


rrl 0769ft Q 
yxu / uio? 


TDT TV OH" 1 Qr>o"r» 


X / Zj 


E value 


5.0e-13 


Match length 


74 


9c t rlon "i~ n hw 
o XtxellL-X i_y 


41 

Tt X 


IN^IjX UcbLIXpLlUIl 


dlllXllu aClU periueaSc /l^JrO HlaDlQOpSlS tnailalla 




^gx duoo / j eniij OHiio^tooz v-^ ' fD\J±) aiuxno aciu perinease 




r 7A t* a hi "i rl o *i a r Ka 1 t aria 1 

[/iiauiuupbio uriaxxanaj 


oeg. jno . 


OUU4 o 


Sea ID 


seb700647978 hi 


Method 


BLASTX 


NCBI GI 


g4220535 


BLAST score 


250 


E value 


2.0e-21 


Match length 


56 



8160 



% identity 

NCBI Description 



82 

(AL035356) clathrin coat assembly like protein [Arabidopsis 
thaliana] 



Seq. No. 


50049 


Sea. ID 


seb700648053 hi 




BLASTN 

XJXXO.O X IN 


NCBI GI 


CT 474009 


RLA9T qrnrp 


34 


"R VP 1 IIP 
i-j V a. J- LLC 




Malrh 1 on rr+" h 


^4 


% identitv 


91 


NCBI Description 


Ricp mRNA. o^irtial hotnol orrmic; i~n ri hn^fvma 1 nr*r>1~p"i n Si Q n'^rtp 


Seq. No. 


50050 


Seq. ID 


seb700648105 hi 


Mpf-'h nd 


RLASTX 




rr41 070^7 
y4iu / \j o i 


BLAST score 


343 


J_j VCll U." 


9 Ap-^? 




7S 




93 


NCBI De^pr i nt"i nn 


\nDU4.iuui j ixlmvj icuuLL.aoc [UUUUiiiiD iilc x^J j 


Seq. No. 


50051 


Seq. ID 


seb700648112.hl 


J.1C L.1J.HJ. 


OlxriO X IN 


lMoDl OX 




01x0.0 1 oOvJxts 


77 


Lj V ci x Ufcr 






97 9 


§: i <Ci r~i "H n ■f'TT 

15 lueriLiuy 


o o 




OX LCI alXc UlliUlU ILLXXlNrl 1UL Oy LUoUllt 




f rnrtri^p — 1 — lr\i Qrihncinh^f p a 1 Hr^l aco 
xx l-Uijc if u jjiouiiuouiiciuc aiuuiaoc 


Seq. No. 


50052 


Sea ID 


OGU / (JWUtOXtU • 11X 


l it? UIHw/I^J. 


Olxrio 1 A 


IN J-J X OX 




BLAST qpnrp 


144 


J— i vax U.C 


^ np- nQ 


l v JclL,Oii XciiyUil 




o luciiuiLy 


79 


NPRT Dp^rri nt "i nn 

\-y XJ X Lj' C O X. X. L. _L_ W 1 1 


/Dftfi41 7 ^ pnHn- 1 A — V^oi* a-rrl nnanaco f c? o\rr\ ■? i itti "h"i renfnml 
^ x^tJ o *± x / / c;iivj.u X/ *i ut;i_ci y x uuaiiaoc [uuooypiLULl llxioULUluj 


Seq. No. 


50053 


Q prr jn 

OCl^ . X ]_/ 


o t=u / uuo^oijj .ni 


Mpt"hod 


BLASTN 


NCBI GI 


gl8761 


BLAST score 


209 


E value 


1.0e-114 


Match length 


295 


% identity 


94 


NCBI Description 


Soybean stem mRNA for 31 kD glycoprotein 


Seq. No. 


50054 


Seq. ID 


seb700648195.hl 



8161 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTN 

g310575 

76 

7.0e-35 

95 

96 

Glycine max nodulin-26 mRNA, 



complete cds 



50055 

seb700648210.hl 

BLASTN 

g!8525 

51 

2.0e-20 

63 

95 

Soybean actin SAc6 gene for leader exon and exon 
50056 

seb700648338.hl 

BLASTX 

g3236259 

149 

4.0e-10 

42 

71 

(AC004684) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 

50057 

seb700648370.hl 

BLASTN 

g255407 

68 

2.0e-30 

104 

91 

repetitive proline-rich protein { cDNA clone 1A10-2} 
[Glycine max=soybeans, axes germinated for 31 hours, mRNA, 
943 nt] 

50058 

seb700648409.hl 

BLASTN 

g475597 

126 

7.0e-65 

150 

97 

Glycine max Century 84 BiP isoform C mRNA, partial cds 
50059 

seb700648439.hl 

BLASTN 

g4558461 

52 

9.0e-21 



8162 



Match length 

% identity 

NCBI Description 



II 

80 
91 

Medicago sativa subsp. X varia cell cycle switch protein 
(ccs52) mRNA, complete cds 



Sea No 


50060 

\j \j \j \j 


Cq(t to 


seb700648521 hi 


Mpf h nH 
tits unuu 


RT.ASTN 


NCBI GI 


gl8764 




138 


Hi V a. _L U.C- 


q np-7? 


Match lpncrth 


245 


% identity 


89 


NCBI Description 


G.max tefSl gene for elongation factor 


O C * in w • 


50061 


OCl[. J. U 


O CJ_i / UUOrtOJJ J • ± J. X 




RT.ASTN 


LNUDl OX 


rrl fiflfi^QI 


dt 7\qrp 




vd.J-11© 






164 


& i Hpnt* it" v 


87 




c* a -r-i 0.+- -j miTTi mRNA "Frjv SAM— <3 vnt"hip+"^ qp 

' » Q11C L±li LULL ItliVlNiT. Ivi kJr^Ll OyiltnCLaJC 


Seq. No. 


50062 


q prf jn 
JCl^. x u 








LNODX ul 






170 


E value 










Q1 




«xy-xiic iLLcii*v vcycL-aLXvc o uuxayc piuuciii 






Seq. No. 


50063 




o <r JLJ / yUOlo JOU • 1 1 X 




OXiriQ 1 IN 




rrl ^ £ft m n 
gxo oojiu 








Q fia-9Q 

o • ue io 


ixiaucn xengrn 


iio 


"ir?&T"l'J~"i'J~W 




J.N "i— ' J— > J. C> >«v J LUL±U11 


]vj i~ ahi^ r , mn mRTJA "Friy nrnfpi n rihncirihahaciP 

IN . 1— Qija. <w LLLLL ILLI\LNiT. X UI pi W LJ1 O fcJl Id L. CI O C 




sujjuniT- 


Seq. No. 


50064 


Seq. ID 


seb700648583.hl 


Method 


BLASTX 


NCBI GI 


g3023721 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


40 


% identity 


62 


NCBI Description 


FLOWERING TIME CONTROL PROTEIN FCA 




>gi 2204095 emb CAB05391 (Z82992) FCA 



EF-la 



(vspB) gene, 



65 kD regulatory 



8163 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50065 

seb700648615.hl 

BLASTX 

g4539335 

151 

5-0e-10 . 

71 

42 

(AL035539) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50066 

seb700648707.hl 

BLASTX 

g3927830 

198 

2.0e-15 

54 

67 

(AC005727) hypothetical protein 



[Arabidopsis thaliana] 



50067 

seb700648736.hl 

BLASTN 

gl70091 

296 

1.0e-166 

335 

97 

Glycine max vegetative storage protein 
complete cds 



(vspB) gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50068 

seb700648819.hl 

BLASTN 

g218112 

81 

7.0e-38 

148 

89 

Rice mRNA for ribosomal protein L41 (340 gene), partial 
sequence >gi_3107899_dbj D42832 D42832 Rice callus cDNA, 



50069 

seb700648833.hl 

BLASTX 

gl00876 

210 

3.0e-20 

65 

83 

globulin-2 precursor - maize >gi_228310_prf_ 
globulin 2 [Zea mays] 



1802402A 



Seq. No. 
Seq. ID 



50070 

seb700648868.hl 



8164 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2598579 

2&0 

4.0e-25 

74 

74 

(Y15295) 



L-ascorbate oxidase [Medicago truncatula] 



50071 

seb700648929.hl 

BLASTN 

g609224 

45 

8.0e-17 

93 
87 

P. sativum mRNA for SAMS-2 >gi_60 95 5 8_gb_L3 66 8 1_PEADENS YNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



50072 

seb700648984.hl 

BLASTN 

g397395 

89 

6.0e-43 

97 

98 

Z.mays MNBlb mRNA for DNA-binding protein 
50073 

seb700649038.hl 

BLASTX 

gl929056 

197 

2.0e-15 

73 

53 

(Y12090) putative 3, 4-dihydroxy-2-butanone kinase 
[Lycopersicon esculentum] 

50074 

seb700649134.hl 

BLASTN 

gl8764 

77 

1.0e-35 

91 

98 

G.max tefSl gene for elongation factor EF-la 
50075 

seb700649203.hl 

BLASTN 

g312988 

88 

3.0e-42 



8165 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



# • 

142 
92 

G. max mRNA for beta-tubulin, partial cds 
50076 

seb700649213.hl 

BLASTN 

g31107 

183 

8.0e-99 

199 

98 

H. sapiens mRNA for elongation factor 



50077 

seb700649216.hl 

BLASTX 

g3075398 

183 

4.0e-14 

50 
64 

(AC004484) unknown protein 



[Arabidopsis thaliana] 



50078 

seb700649226.hl 

BLASTX 

gll55090 

153 

3.0e-10 

73 

40 

(X94986) beta glucosidase [Manihot esculenta] 
50079 

seb700649262.hl 

BLASTN 

g414704 

42 

9.0e-15 

101 

86 

O.sativa mRNA for cytochrome b5 
50080 

seb700649312.hl 

BLASTN 

gl8764 

272 

1.0e-151 

310 

97 

G.max tefSl gene for elongation factor EF-la 
50081 

seb700649338.hl 
BLASTX 



8166 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g4567282 
143 

5.0e-09 

46 

65 

(AC006841) putative DNAJ protein [Arabidopsis thaliana] 
50082 

seb700649373.hl 

BLASTN 

gl!83936 

52 

2.0e-20 

91 

90 



NCBI Description P. sativum 5S rRNA gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50083 

sebT00649382.hl 

BLASTX 

g2119933 

275 

1.0e-24 

66 
82 

translation initiation 



factor eIF-4A.ll - common tobacco 



50084 

seb700649386.hl 

BLASTX 

g2829912 

196 

3.0e-15 

60 

67 

(AC002291) Similar ATP-dependent RNA Helicase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50085 

seb700649388.hl 

BLASTN 

gl217993 

262 

1.0e-145 

269 

99 

Glycine max dynamin-like protein SDL12A mRNA, 
50086 

seb700649410.hl 

BLASTN 

g303900 

238 

1.0e-131 

342 

28 

Soybean gene for ubiquitin, complete cds 



complete cds 



8167 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50087 

seb700649413.hl 

BLASTN 

gl381675 

243 

1.0e-134 

283 
96 

Glycine max small GTP-binding protein (sral) mRNA, partial 
cds 



beq. jno. 


OUUoo 


beq. id 


sejo / uub4youo.ni 


Method 


BLASTN 


NCBI GI 


g456713 


BLAST score 


194 


E value 


1 . Oe-105 


Match length 


246 


% identity 


28 


NCBI Description 


Glycine max gene 


Seq. No. 


C A A O A 

50089 


beq. ID 


seo /Uuo4y3o4 . n± 


Method 


BLASTX 


NCBI GI 


g2832408 


BLAST score 


182 


E value 


5.0e-14 


Match length 


41 


% identity 


80 


NCBI Description 


(Y14209) R2R3-MYI 




thaliana] 


Seq. No. 


50090 


Seq. ID 


seb700649594.hl 


Method 


BLASTX 


NCBI GI 


gll70937 


BLAST score 


183 


E value 


7.0e-23 


Match length 


70 


% identity 


76 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



50091 

seb700649641.hl 

BLASTN 

gl843461 

273 

1.0e-152 

325 
97 

Human keratin 1 gene, 



complete cds 



Seq. No. 



50092 



8168 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



seb700649656.hl 

BLASTN 

g337500 

88 

2.0e-42 

100 

97 

Human ribosomal protein S17 mRNA, complete cds . 
>gi_4506692_ref_NMJ)01021.1_RPS17_ Homo sapiens ribosomal 
protein S17 (RPS17) mRNA 

50093 

seb700649676.hl 

BLASTN 

g347454 

120 

5.0e-61 

253 
39 

Soybean hydroxyproline-rich glycoprotein (sbHRGP2) mRNA, 3 1 
end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50094 

seb700649684.hl 

BLASTN 

g!6508 

87 

3.0e-41 

215 
85 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 

50095 

seb700649715.hl 

BLASTN 

gl70089 

108 

4.0e-54 

182 

91 

G.max vegetative storage protien mRNA (VSP27 ) , complete cds 



50096 

seb700649736.hl 

BLASTN 

gl66915 

59 

6.0e-25 

97 

96 

Arabidopsis thaliana alpha-4 tubulin 
cds 



(TUA4) gene, complete 



Seq. No. 
Seq. ID 



50097 

seb700649744.hl 



8169 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



BLASTN 

g4193387 

52 

2.0e-20 

178 

86 

Hevea brasiliensis translationally controlled tumor protein 
(TCTP) mRNA, complete cds ,s£ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50098 

seb700649753, 
BLASTN 
g3483561 
45 

1.0e-16 

113 

85 

Homo sapiens 



hi 



full length insert cDNA clone ZC65B11 



Seq. No. 


50099 


Seq. ID 


seb700649776.hl 


Method 


BLASTN 


NCBI GI 


g4406704 


BLAST score 


112 


E value 


1.0e-56 


Match length 


120 


% identity 


98 


NCBI Description 


Homo sapiens clone 24870 mRNA sequence 


Seq. No. 


50100 


Seq. ID 


seb700649794.hl 


Method 


BLASTN 


NCBI GI 


g!8764 


BLAST score 


64 


E value 


6.0e-28 


Match length 


98 


% identity 


92 


NCBI Description 


G.max tefSl gene for elongation factor 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50101 

seb700649805.hl 

BLASTX 

g3643598 

167 

9.0e-14 

75 

57 

(AC005395) putative poly(A) polymerase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



50102 

seb700649807.hl 

BLASTX 

g2369714 

242 

1.0e-32 
103 



8170 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

(Z97178) elongation factor 2 [Beta vulgaris] 



50103 

seb700649823.hl 

BLASTN 

gl778369 

59 

5.0e-25 

117 

91 

Glycine max asparagine synthetase 2 
cds 



(AS2) mRNA, complete 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50104 

seb700649828.hl 

BLASTX 

g2462931 

178 

6.0e-21 

64 
78 

(Z83833) UDP-glucose: sterol glucosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50105 

seb700649914.hl 

BLASTX 

g2462925 

165 

5.0e-12 

40 
80 

(AJ000053) GTP cyclohydrolase II / 

3, 4-dihydroxy-2-butanone-4-phoshate synthase 

thaliana] 



[Arabidopsis 



Seq. No. 


50106 


Seq. ID 


seb700650068.hl 


Method 


BLASTN 


NCBI GI 


g2204063 


BLAST score 


50 


E value 


2.0e-19 


Match length 


213 


% identity 


88 


NCBI Description 


Pisum sativum mRNA for 


Seq. No. 


50107 


Seq. ID 


seb700650120.hl 


Method 


BLASTN 


NCBI GI 


gl778369 


BLAST score 


32 


E value 


6.0e-09 


Match length 


32 


% identity 


100 


NCBI Description 


Glycine max asparagine 




cds 



2 (AS2) mRNA, complete 



8171 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50108 

seb700650127.hl 

BLASTX 

gl865677 

208 

4.0e-17 

59 
76 

(Y08568) trehalose-6-phosphate synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50109 

seb700650345.hl 

BLASTX 

g2811029 

353 

7.0e-34 

82 

79 

ACETYLORNITHINE AMINOTRANSFERASE PRECURSOR (ACOAT) 
(ACETYLORNI THINE TRANSAMINASE) (AOTA) 
>gi_1944511_emb_CAA69936_ (Y08680) acetylornithine 
aminotransferase [Alnus glutinosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50110 

seb700650425.hl 

BLASTN 

g3941321 

65 

1.0e-28 

121 
88 

Medicago truncatula gamma-glut amyl cysteine synthetase mRNA, 
nuclear gene encoding putative plastid protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50111 

seb700650507.hl 

BLASTX 

g2462825 

203 

3.0e-20 

72 
71 

(AF000657) contains Procite 'RNP1' 
region [Arabidopsis thaliana] 



putative RNA-binding 



50112 

seb700650510.hl 

BLASTX 

g2911055 

201 

8.0e-16 

93 

49 

(AL021961) putative protein [Arabidopsis thaliana] 



8172 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Prx2) mRNA, complete cds 



50113 

seb700650621.hl 

BLASTN 

g3982595 

295 

1.0e-165 

349 

97 

Glycine max cationic peroxidase 2 
50114 

seb700650625.hl 

BLASTX 

g730456 

224 

7.0e-19 

66 

68 

40S RIBOSOMAL PROTEIN S19 



50115 

seb700650671.hl 

BLASTN 

g!399379 

147 

3.0e-77 

250 

90 

Glycine max S-adenosyl-L-methionine:delta24-sterol-C- 
methyltransf erase mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50116 

seb700650787.hl 

BLASTX 

g3924605 

237 

5.0e-20 

115 

44 

(AF069442) putative inhibitor of apoptosis [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



50117 

seb700650882.hl 

BLASTX 

g2191175 

366 

4.0e-35 

116 

59 

(AF007270) A__IG002P16.24 gene product [Arabidopsis 
thaliana] 

50118 

seb700651004.hl 
BLASTX 



8173 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2921510 
221 

5.0e-25 

75 

88 

(AF037459) 
agrestis] 



clp-like energy-dependent protease [Fritillaria 



O C CJ • IN CJ> . 


R01 1 Q 


beg. ID 


seo /UubolUoz . nl 


Method 






„i i en fro o 

gnou bo j 


a±it\o i score 


O Z 


E value 


2.0e-38 


Match length 


262 


% identity 




NCBI Description 


V.radiata atpB, rbcL and trnK genes 


Seq. No. 


50120 


Seq. ID 


seb700651058 .hi 


Method 


BLASTN 


NCBI GI 


g!150683 


BLAST score 


62 


E value 


2.0e-26 


Match length 


245 


% identity 


83 


NCBI Description 


V.radiata atpB, rbcL and trnK genes 


Seq. No. 


50121 


Seq. ID 


seb700651095 .hi 


Method 


BLASTX 


NCBI GI 


g24o2822 


JdJ-jAoI score 


zo4 


E value 


o . ue — oV 


Match length 


84 


% identity 


27 


NCBI Description 


(AF000657) hypothetical protein [Arabidops 


Seq. No. 


50122 


Seq. ID 


seb700651159.hl 


Method 


BLASTX 


NCBI GI 


gl709449 


BLAST score 


144 


E value 


2.0e-09 


Match length 


31 


% identity 


81 


NCBI Description 


PYRUVATE DEHYDROGENASE El COMPONENT, ALPHA 



SUBUNIT 

PRECURSOR (PDHE1-A) >gi_1263302 (U51918) pyruvate 
dehydrogenase El alpha subunit [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



50123 

seb700651179.hl 

BLASTX 

g2655008 

155 

8.0e-ll 

44 



8174 
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esculent tun! 


Oarr "Kin. 




Sea TD 


seb700651230 hi 


Method 


BLASTX 


NCBI GI 


g3747050 


BLAST score 


205 


K va ] 

XJ V CL-t. 






58 




69 
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WPRT T)& q cr i Tit" i o.n 

lilOJJ J. UCO Km X, 1JJ L. J- ^11 
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^ -fTiX \J J -*J +J *x \J J JL XXj' W O \JXLICL 1 UlULClll J_l \J [liCCI ILL CI y O J 


Cprr Wo. 

uC^t IN \ J • 


SD1 9S 


Sea ID 


seb700651261 hi 


Method 


BLASTX 


NCBI GI 


gl944575 


BLAST score 


507 


TT VP 1 hp 


1 Oe-SI 


1 Id L. Oil XCULj Lil 


1 1 Q 


^ XUcill uXT_y 
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NTf~*R T a t* "5 T*\"f~ -i /-mo 
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{tijtixjDO) pcLtiiicbtcxaSc [Lycopcisicon escuieuLUiuj 


oeq. imo . 




q prT Tn 


c:£ih7nfifiM ^^7 hi 


Mf^1~ h oH 


RT.ASTX 


NCBI GI 


a3924594 


BLAST qrnrp 


311 


E value 


1.0e-28 


Match length 


92 


0 ±ucii ux l y 




MPRT F\o COT*! T"ii — 1 An 

Ln^JjX UfcSoOX Xp LXUil 
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1 lDonuuicupi u Lciii [rtxaJjiciopsis i_na.xxancij 


ocq • 1NO • 


t^ni 97 


Sea TD 


seb7006S1374 hi 


Method 


BLASTX 


NCBI GI 


a2081612 


BLAST score 


258 


E value 


1.0e-22 


rici l. (w-ii xtjuy in 


2? 0 


0 xUcIl Lily 




TCTf^Ti T PIq 0 1^ "V* n n +■ t /m^ 
IN^oX UcoL-IipLlOIl 


^ufij/x^ij aeitai pyrroiine j CaxDoxyiate synT-nei-ase [uryza 




sativa] 


DStJ • iNO • 


R01 9fi 


Sea ID 


<5eb7006 E 514 60 hi 


Mpt hod 


BLASTX 


NCBI GI 


g4335731 


BLAST score 


173 


E value 


2.0e-16 


Match length 


101 


% identity 


48 


NCBI Description 


(AC006248) putative polyprotein [Arabidopsis thaliana] 



8175 



Seq. No. 

Seq. ID 

Method 

NCBI G-I 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50129 

seb700651467.hl 

BLASTX 

g2642154 

318 

2.0e-29 

110 

55 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi_3790595 (AF079186) RING-H2 finger protein RHC2a 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50130 

seb700651478.hl 

BLASTX 

g4263818 

251 

1.0e-21 

72 

62 

(AC006067) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50131 

seb700651483.hl 

BLASTN 

g414675 

36 

8.0e-ll 

68 

88 

L.esculentum (ERT 15) ripening-related mRNA 
50132 

seb700651556.hl 

BLASTX 

g3024020 

380 

1.0e-43 

97 
92 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbjJBAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



50133 

seb700651591.hl 

BLASTX 

g4432841 

163 

2.0e-ll 

111 
26 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
50134 

seb700651712.hl 
BLASTX 



8176 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



g4160573 
147 

1.0e-09 

101 
36 

(AL035226) guanine nucleotide binding protein beta 
subunit-like [Schizosaccharomyces pombe] 

50135 

seb700651853.hl 

BLASTN 

g2598656 

100 

2.0e-49 

172 

94 

Vicia faba mRNA for elongation factor 1-alpha (EFl-a) 
50136 

seb700651854.hl 

BLASTX 

g4097547 

233 

1.0e-19 

70 
50 

(U64906) ATFP3 [Arabidopsis thaliana] 
50137 

seb700651877.hl 

BLASTX 

g4567310 

249 

1.0e-21 

79 
71 

(AC005956) unknown protein [Arabidopsis thaliana] 
50138 

seb700651942.hl 

BLASTX 

gl086252 

187 

3.0e-14 

54 
59 

sucrose cleavage protein - Potato >gi_707001_bbs_157931 
(S74161) sucrolytic enzyme/ ferredoxin homolog [Solanum 

tuberosum=potatoes, cv. Cara, leaf, Peptide, 322 aa] 
[Solanum tuberosum] 

50139 

seb700651974.hl 

BLASTX 

g3819099 

209 

3.0e-17 



8177 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 
67 

(AJ009825) 



copper amine oxidase [Cicer arietinum] 



50140 

seb700651976.hl 

BLASTX 

g3548806 

177 

2.0e-22 

94 

59 

(AC005313) unknown protein [Arabidopsis thaliana] 
50141 

seb700651985.hl 

BLASTN 

gl69974 

215 

1.0e-117 

334 

92 

Glycine max vspA gene, complete cds 
50142 

seb700651986.hl 

BLASTN 

gl69344 

63 

6.0e-27 

304 

80 

P. vulgaris hydroxyproline-rich glycoprotein (HRGP) mRNA, 
exon 2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50143 

seb700652166.hl 

BLASTN 

g602605 

40 

2.0e-13 

68 

45 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 
50144 

seb700652225.hl 

BLASTN 

gl8551 

311 

1.0e-175 

341 

98 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



Seq. No. 



50145 



8178 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



seb700652236.hl 

BLASTX 

g2244779 

146 

2.0e-09 

59 
51 

(Z97335) hypothetical protein [Arabidopsis thaliana] 



50146 

seb700652242.hl 

BLASTN 

g3928141 

77 

3.0e-35 

161 

87 

Cicer arietinum 



mRNA for protein phosphatase 



50147 

seb700652290.hl 

BLASTX 

gl854445 

214 

1.0e-18 

68 
68 

(D83971) CPRD14 protein [Vigna unguiculata] 
50148 

seb700652403.hl 

BLASTN 

gl70065 

179 

2.0e-96 

223 

13 

Soybean (G.max) proline-rich cell wall protein (SbPRP2) 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



50149 

seb700652405.hl 

BLASTN 

g3982595 

252 

1.0e-139 

285 

97 

Glycine max cationic peroxidase 2 
50150 

seb700652419.hl 

BLASTN 

gl575730 

82 

1.0e-38 

102 



(Prx2) mRNA, complete cds 



8179 



% identity 

NCBI Description 



95 

Glycine max 14-3-3 related protein SGF14D mRNA, complete 
cds 



Seq. No. 


50151 


oeq. iu 




LXie LXlOQ 


DT Z\Cf V 


MpDT fT 

1NL.I31 ul 


yjjjQO 1 / 




111 
111 


E value 


z . ue U y 


ixiar.cn iengr.n 


D I 


t> laeriLity 


01 


inl-oi Description 


trijuuuz^y J unria.uiea protein piouuLt i_ nux. vac lull vuiyaits j 


Seq. No. 


50152 


Seq. ID 


seb700652463.hl 


ixie rnou 


DT ACfpV 

DliAo 1 A 


JNOB1 (jl 


g4ZloUUZ 


Bj_tAbi score 


ZOO 


E value 


y . ue zu 


Match length 


1 1 j 

114 


% identity 


49 


NOb± Description 


(,i\cuuDio3j puTzamve uir giucose giucosyirransierase 




[Arabidopsis thaliana] 


Seq. No. 


50153 


Seq. ID 


see /UUoozolo. nl 


Method 


BLASTN 


NCBI GI 


gl /UUo y 


BLAST score 


oU 


E value 


z . 0e-o / 


Match length 


99 






NCBI Description 


G.max vegetative storage protien mRNA (VSP27), compl 


Seq. No. 


50154 


Seq. ID 


seb700652552.hl 


Method 


BLASTX 


NCBI GI 


g4220445 


BLAST score 


147 


E value 


2.0e-09 


Match length 


94 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC006216) Similar to gi_3004555 F19F24.14 salt inducible 
protein homolog from Arabidopsis thaliana BAC gb_AC003673. 
[Arabidopsis thaliana] 

50155 

seb700652611.hl 

BLASTN 

gl431621 

51 

8.0e-20 

122 
87 

T.repens mRNA for protein kinase 



8180 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50156 

seb700652647.hl 

BLASTX 

gl762584 

184 

8.0e-14 

67 

49 

(U63373) polygalacturonase 
[Arabidopsis thaliana] 



isoenzyme 1 beta subunit homolog 



50157 

seb700652657.hl 

BLASTX 

g4263048 

236 

7.0e-20 

86 

46 

(AC005142) putative hydrolase 



[Arabidopsis thaliana] 



50158 

seb700652659.hl 

BLASTN 

g456713 

95 

4.0e~46 

104 

25 

Glycine max gene for ubiquitin, 



complete cds 



50159 

seb700652732.hl 

BLASTX 

g4115379 

253 

6.0e-22 

106 

47 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



50160 

seb700652738.hl 

BLASTX 

g2267567 

175 

1.0e-12 

43 

77 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

50161 

seb700652741.hl 
BLASTX 



8181 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

S.eq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



gll71979 
290 

3.0e-26 

90 

27 

POLYADENYLATE- BINDING PROTEIN 5 {POLY (A) BINDING PROTEIN 
(PABP 5) >gi_166786 (M97657) poly (A) -binding protein 
[Arabidopsis thaliana] 

50162 

seb700652746.hl 

BLASTN 

gl053215 

203 

1.0e-110 

260 
96 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

50163 

seb700652762.hl 

BLASTN 

gl70091 

244 

1.0e-135 

285 

97 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 



50164 

seb700652780.hl 

BLASTN 

g2388688 

97 

3.0e-47 

195 

87 

Glycine max GH1 protein 



5) 



(GH1) mRNA, partial cds 



50165 

seb700652811.hl 

BLASTX 

g3687230 

614 

3.0e-64 

119 

89 

(AC005169) hypothetical protein [Arabidopsis thaliana] 
50166 

seb700652816.hl 

BLASTN 

g3982595 

328 

0.0e+00 



8182 



<ffr 



Match length 


J4 3 


% identity 


yy 


NCBI Description 


Glycine max cationic peroxidase 2 (Prx2) mRNA, comply 


Seq. No. 


50167 


beq. id 


seo / uuojzo^i .ni 


Method 


■QT 7A CTV 

BliRb 1 A 


NCBI GI 


gl841462 


BLAST score 


154 


E value 


o . ue—^i 


Match length 


yu 


% identity 


/ / 


NCBI Description 


(iiuyyi; biongation racuor z [3Nicotiana taDacumj 


Seq. No. 


50168 


Seq. ID 


seo /Uuoozooo . nl 


Metnoa 


BLAb 1 A 


NCBI GI 


gzoozz4 1 


BLAST score 


275 


E value 


2.0e-24 


Match length 


1 Iz 


% identity 


iy 


NCBI Description 


(AF030864) nonphototropic hypocotyl 1 [Arabidopsis 




thaliana] 


Seq. No. 


50169 


Seq. ID 


seb /OUoozyzU .hi 


Method 


BLASTN 


NCBI GI 


g2104680 


BLAST score 


77 


E value 


i . Oe-oo 


TV jr i_ 1 "I i l 

Match length 


276 


% identity 


82 


NCBI Description 


V.faba mRNA for putative transciption factor (1556bp 


Seq. No. 


50170 


Seq. ID 


seb7Q0652922 .hi 


Metnoa 


BLAb 1 A 


NCBI GI 


g411oooo 


BLAST score 


285 


E value 


1.0e-25 


Match length 


y7 


% identity 


57 


NCBI Description 


(AC005967) receptor-like protein kinase [Arabidopsis 




thaliana] 


Seq. No. 


50171 


Seq. ID 


seb / UOoozyyo .nl 


Method 


BLASTN 


NCBI GI 


g2304954 


BLAST score 


308 


E value 


i . ue— l / o 


Match length 


308 


% identity 


100 


NCBI Description 


Glycine max aluminum induced sali5-4a mRNA, complete 


Seq. No. 


50172 



8183 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



seb700652993.hl 

BLASTN 

g20732 

69 

1.0e-30 

129 
88 

Pea chloroplast GAPB mRNA encoding 
glyceraldehyde-3-phosphate dehydrogenase 
(EC 1.2.1.13) 



(GAPDH) subunit B 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50173 

seb700653179.hl 

BLASTX 

g3482924 

142 

6.0e-14 

74 

58 

(AC003970) Highly similar to cinnamyl alcohol 
dehydrogenase, gi_1143445 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50174 

seb700653242.hl 

BLASTX 

g3372671 

163 

2.0e-ll 

33 
100 

(AF061286) gamma-adapt in 1 



[Arabidopsis thaliana] 



50175 

seb700653254.hl 

BLASTX 

g543992 

209 

4.0e-17 

54 

78 

MITOCHONDRIAL CHAPERONIN CPN60 PRECURSOR 

>gi_481445_pir S38634 chaperonin, mitochondrial - rape 

>gi_415733_emb_CAA81689__ (Z27165) mitochondrial chaperonin 
[Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



50176 

seb700653284.hl 

BLASTX 

g3540180 

289 

3.0e-26 

100 

61 

(AC004122) Unknown protein [Arabidopsis thaliana] 
50177 

seb700653302.hl 



8184 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g3451071 

160 

2.0e-ll 

51 
73 

(AL03132'6) beta adaptin - like protein [Arabidopsis 
thaliana] 

50178 

seb700653358.hl 

BLASTX 

g2462756 

122 

3.0e-10 

90 

43 

(AC002292) putative receptor kinase [Arabidopsis thaliana] 



50179 

seb700653418.hl 

BLASTX 

g2642435 

189 

1.0e-14 

46 

70 

(AC002391) MYB-related protein 



[Arabidopsis thaliana] 



50180 

seb700653424.hl 

BLASTX 

g4249413 

211 

4.0e-17 

45 

84 

(AC006072) unknown protein [Arabidopsis thaliana] 
50181 

seb700653455.hl 

BLASTX 

g3056595 

264 

3.0e-23 

109 

53 

(AC004255) T1F9.16 [Arabidopsis thaliana] 
50182 

seb700653474.hl 

BLASTX 

g2959767 

364 

6.0e-35 

108 

62 

8185 



NCBI Description 



(AJ002584) At MRP 4 [Arabidopsis thaliana] >gi_37 38292 
(AC005309) glutathione-con jugate transporter At MRP 4 
[Arabidopsis thaliana] 



Seq. No. 


50183 


Seq. ID 


seb700653494 .hi 


Method 


BLASTX 


NCBI GI 


g4325342 


BLAST score 


"D O f 

336 


E value 


7 . Oe-32 


Match length 


84 


-6 identity 


oil 


NCBI Description 


{At izoo^o) no aeiinition 


Seq. No. 


50184 


Seq. ID 


seb700653501.hl 


Method 


BLASTX 


NCBI GI 


g4406777 


BLAST score 


254 


E value 


9. Oe-39 


Match length 


99 


% identity 


79 


NCBI Description 


(AC006532) putative zinc- 




thaliana] 


Seq. No. 


50185 


Seq. ID 


seb700653516.hl 


Method 


BLASTX ' 


NCBI GI 


g4314356 


BLAST score 


147 


E value 


7.0e-15 


Match length 


96 


% identity 


45 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC006340) putative anthocyanidin-3-glucoside 
rhamnosyltransferase [Arabidopsis thaliana] 



50186 

seb700653540.hl 

BLASTX 

g2117621 

186 

2.0e-27 

97 

70 

peroxidase (EC 1,11.1.7) 
>gi_97 1 5 60_emb_CAA62 2 2 6_ 
sativa] 



IB - alfalfa 

(X90693) peroxidaselB [Medicago 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50187 

seb700653553.hl 

BLASTN 

gl68303 

75 

3.0e-34 

173 
37 

Linum usitatissimum ubiquitin gene, partial cds 



8186 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50188 

seb700653555.hl 

BLASTN 

g2264318 

49 

1.0e-18 

92 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUP24, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

•BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50189 

seb700653594.hl 

BLASTX 

g3522935 

119 

2.0e-14 

101 

48 

(AC004411) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 


50190 


Seq. ID 


seb700653637 .hi 


Method 


BLASTX 


NCBI GI 


g4056490 


BLAST score 


173 


E value 


1.0e-12 


Match length 


45 


% identity 


76 


NCBI Description 


(AC005896) hypothetical prot 


Seq. No. 


50191 


Seq. ID 


seb700653681.hl 


Method 


BLASTN 


NCBI GI 


gl675195 


BLAST score 


96 


E value 


1.0e-4 6 


Match length 


201 


% identity 


88 


NCBI Description 


Pisum sativum (clone PsRCI22 




complete cds 


Seq. No. 


50192 


Seq. ID 


seb700653712.hl 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


160 


E value 


5.0e-ll 


Match length 


59 


% identity 


63 


NCBI Description 


(AC005967) unknown protein [ 


Seq. No. 


50193 


Seq. ID 


seb700653721.hl 


Method 


BLASTN 



[Arabidopsis thaliana] 



8187 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!69920 
250 

1.0e-138 

274 
99 

Soybean auxin-regulated protein (Aux28) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50194 

seb700653768.hl 

BLASTX 

g4220483 

222 

2.0e-18 

88 

56 

(AC006069) unknown protein [Arabidopsis thaliana] 
50195 

seb700653806.hl 

BLASTN 

g255407 

177 

3.0e-95 

205 

14 

repetitive proline-rich protein { cDNA clone 1A10-2} 
[Glycine max=soybeans , axes germinated for 31 hours, mRNA, 
943 nt] 



Seq. No. 


50196 


Seq. ID 


seb700653852 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


143 


E value 


6.0e-75 


Match length 


151 


% identity 


99 


NCBI Description 


Glycine max 


Seq. No. 


50197 


Seq. ID 


seb700653868 


Method 


BLASTN 


NCBI GI 


g310575 


BLAST score 


67 


E value 


1.0e-29 


Match length 


146 


% identity 


93 


NCBI Description 


Glycine max 


Seq. No. 


50198 


Seq. ID 


seb700653911 


Method 


BLASTX 


NCBI GI 


g3057150 


BLAST score 


287 


E value 


4.0e-26 


Match length 


87 


% identity 


53 



2 (Prx2) mRNA, complete cds 



8188 



NCBI Description (AF059037) chaperonin 10 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



50199 

seb700653979.hl 

BLASTN 

g886470 

46 

2.0e-17 

58 
95 

C.roseus MetE mRNA for methionine synthase 
50200 

seb700654122.hl 

BLASTN 

g288187 

195 

1.0e-106 

250 
95 

V.unguiculata cysteine proteinase inhibitor mRNA 
50201 

seb700654142.hl 

BLASTN 

gl70071 

254 

1.0e-141 

265 

99 

Soybean calmodulin (SCaM-2) mRNA, complete cds 
50202 

seb700654151.hl 

BLASTX 

g2244760 

127 

2.0e-15 

87 

23 

(Z97335) selenium-binding protein [Arabidopsis thaliana] 



50203 

seb700654155.hl 

BLASTX 

g3805964 

224 

2.0e-37 

87 

89 

(Y13773) laccase [Populus balsamifera subsp. 



trichocarpa] 



50204 

seb700654162.hl 

BLASTN 

g441205 

159 



8189 



E value 


z. . ue-o4 


Match length 


z3U 


% identity 


93 


NCBI Description 


Soybean loxlgm4 gene encoding lipxygenase L-4 


Seq. No. 


50205 


Seq. ID 


seo /UUD04X/1. ni 


Method 




NCBI GI 


g296408 


BLAST score 


212 


E value 


1. Oe-116 


Match length 


251 


% identity 


96 


NCBI Description 


(a.niax ADK1Z irirUMA 


Seq. No. 


50206 


beq. iu 


seo /UU004ZOZ . ni 


Method 




NCBI GI 


gl575726 


BLAST score 


109 


E value 


z . Ue-o4 


Match length 


121 


% identity 


98 


NCBI Description 


Glycine max 14-3-3 related protein SGF14B mRNA, 


Seq. No. 


50207 


Seq. ID 


smc700 74413 7 .hi 


Method 


BLASTX 




gzoz y o / U 


BLAST score 


306 


E value 


2.0e-28 


Match length 


79 


% identity 


80 


NCBI Description 


(L76552) NADP-dependent glyceraldehydephosphate 



dehydrogenase subunit A [Spinacia oleracea] 



Seq. No. 


50208 


Seq. ID 


smc700744143.hl 


Method 


BLASTX 


NCBI GI 


g2911048 


BLAST score 


148 


E value 


8.0e-10 


Match length 


41 


% identity 


66 


NCBI Description 


(AL021961) hypothetical 


Seq. No. 


50209 


Seq. ID 


smc700744192.hl 


Method 


BLASTX 


NCBI GI 


g4544369 


BLAST score 


236 


E value 


3.0e-20 


Match length 


82 


% identity 


51 


NCBI Description 


(AC006920) hypothetical 


Seq. No. 


50210 



8190 



beq. xjj 


omr'7 DDI AA~\ hi 
SIuC / U U / *i *± LjD .111 


Method 


BLAST A 


NCBI GI 


g3860315 


BLAST score 


283 


E value 


1 . Oe-Zb 


Match length 


ol 


% identity 




jNutsi Description 


\ f4U U 1 jC O 0 fi / *±UO £ JL.UL/0 vJIU.Cl.-L piULClii O -L -7 [^±UCI CIL i.C i — L 11 UJ.LL J 


Seq. No. 




beq. ID 


c?ty« *7 n m A A 0 "3 R "hi 

smc /uu /44ZoD.ni 


Metnoa 


tjt 7V CITY 


NCBI GI 


g4oOOOl4 


BLAST score 


176 


E value 


4.0e-13 


Match length 




% identity 


67 


NCBI Description 


(AFllzoo/) actm aepolymenzmg ractor L^opuius aica x 




Populus treiuula] 


Seq. No. 


50212 


Seq. ID 


smc /uu /44oiy. ni 


Method 


OT 7\ C 1 rpv 

BLAST A 


NCBI GI 


g3805956 


BLAST score 


146 


E value 


1 . ue-uy 


Match length 


61 


% identity 


69 


NCBI Description 


(xlo/by) laccase [Popuius Daisamirera suosp. tricnocarpaj 


Seq. No. 


50213 


Seq. ID 


smc /0U/44o^3.nl 


Method 


TOT 7V c mv 

BLASTX 


NCBI GI 


gl076678 


BLAST score 


113 


E value 


/~ r\ -1 T- 

6 . Oe-15 


Match length 


64 


% identity 


74 


NCBI Description 


UDiquicin / rioosomai protein oz/a ** poLaio ^xraginenL.; 


Seq. No. 


50214 


Seq. ID 


smc /UU /44obo . nl 


Method 


nT 71 n rpv 

BLAbTX 


NCBI GI 


g3023l94 


BLAST score 


165 


E value 


8.0e-12 


Match length 


58 


% identity 


60 


NCBI Description 


14-3-3-LIKE PROTEIN A (SGF14A) >gi lo/b/zo (U/UooJ) bbh 14iV 




[Glycine max] 


Seq. No. 


50215 


Seq. ID 


smc700745011.hl 


Method 


BLASTX 


NCBI GI 


g2982466 


BLAST score 


189 


E value 


1.0e-14 



8191 



Match length 50 
% identity 60 

NCBI Description (AL022223) putative protein [Arabidopsis thaliana] 



Seq. No. 


50216 


Seq. ID 


smc700745019.hl 


Method 


BLASTX 


NCBI GI 


g4oi^ooo 


BLAST score 


162 


E value 


2.0e-ll 


Match length 


86 


% identity 


21 


NCBI Description 


(AC006931) nypotnetical protein L AraD i°-°P s:LS una.x_LciiJ.cij 


>gi 404 4 4 / U gD xxrilJZZ O / / . i. _-_^U UOJOU z? \t^,\j\j \> -j o u ; 




hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


50217 


Seq. ID 


smc /Ul)/4ou_-D-nl 


Method 


BLASTX 


NCBI GI 


g3046731 


BLAST score 


275 


E value 


1. Oe-24 


Match length 


56 


% identity 


96 


NCBI Description 


(AJ005373) protein kinase [ crater ostigma piancagmeumj 


Seq. No. 


50218 


Seq. ID 


smc700745093.hl 


Method 


BLASTX 


NCBI GI 


g4539400 


BLAST score 


174 


E value 


6. 0e-13 


Match length 


63 


% identity 


5 / 


NCBI Description 


(AL035526) putative protein [AraDiaopsis tnaiianaj 


Seq. No. 


50219 


Seq. ID 


smc700745105 .hi 


Method 


BLASTX 


NCBI GI 


g2149955 


BLAST score 


179 


E value 


1. 0e-13 


Match length 


47 


% identity 


72 


NCBI Description 


(U97023) putative aquaporin-1 [Phaseolus vulgaris] 


Seq. No. 


50220 


Seq. ID 


smc / uu / 4 010 / .ni 


Method 


BLASTX 


NCBI GI 


g4388727 


BLAST score 


190 


E value 


6.0e-15 


Match length 


55 


% identity 


67 


NCBI Description 


(AC006413) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


50221 



8192 



Seq. ID smc700745316.hl 

Method BLASTX 

NCBI GI g2245125 

BLAST score 139 

E value 9.0e-09 

Match length 48 

% identity 56 

NCBI Description (Z9734 3) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 50222 

Seq. ID smc700745405.hl 

Method BLASTX 

NCBI GI g3288594 

BLAST score 348 

E value 3.0e-33 

Match length 68 

% identity 99 

NCBI Description (AJ006340) 26S proteasome subunit pl!2 [Rattus norvegicus] 

Seq. No. 50223 

Seq. ID smc700745440.hl 

Method BLASTX 

NCBI GI g3785980 

BLAST score 193 

E value 3.0e-15 

Match length 73 

% identity 18 

NCBI Description (AC005560) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 50224 

Seq. ID smc700745467.hl 

Method BLASTX 

NCBI GI g3702691 

BLAST score 216 

E value 7.0e-18 

Match length 81 

% identity 59 

NCBI Description (AB005902) AtPIP5Kl [Arabidopsis thaliana] 

Seq. No. 50225 

Seq. ID smc700745651.hl 

Method BLASTX 

NCBI GI g913986 

BLAST score 167 

E value 3.0e-12 

Match length 37 

% identity 92 

NCBI Description (S76779) apolipoprotein E, ApoE [rats, Peptide, 312 aa] 
[Rattus sp.] 

Seq. No. 50226 

Seq. ID smc700745654 .hi 

Method BLASTX 

NCBI GI g2443875 

BLAST score 272 

E value 2.0e-24 

Match length 83 



8193 




% identity 


61 


NCBI Description 


(AC002294) amino acid permease [Arabidopsis thaliana] 


Seq. No. 


50227 


Seq. ID 


smc70074565o .hi 


Method 


BLASTX 


NCBI GI 


g3738309 


BLAST score 


221 


E value 


l . ue-io 


Match length 


61 


% identity 


70 


NCBI Description 


(AC005309) unknown protein [Arabidopsis thaliana] 


Seq. No. 


50228 


Seq. ID 


smc70074577 9 .hi 


Method 


BLASTX 


NCBI GI 


g3941480 


BLAST score 


178 


E value 


1.0e-24 


Match length 


70 


% identity 


79 


NCBI Description 


(AF062894) putative transcription factor [Arabidopsis 




thaliana] 


Seq* No. 


50229 


Seq. ID 


smc7007457 92 .hi 


Method 


rjT 7\ fi rnvr 

BLASTX 


NCBI GI 


g!076485 


BLAST score 


281 


E value 


2.0e-25 


Match length 


55 


% identity 


96 


NCBI Description 


SAM-synthetase - chickpea (fragment) 




>gi 732576__emb_CAA59508_ (X85252) SAM-synthetase [Cic 




arietinum] 


Seq. No. 


50230 


Seq. ID 


smc700745964 .hi 


Method 


BLASTX 


NCBI GI 


g4539305 


BLAST score 


322 


E value 


3. Oe-30 


Match length 


91 


% identity 


62 


NCBI Description 


(AL049480) putative protein [Arabidopsis thaliana] 


Seq. No. 


50231 


Seq. ID 


smc700746023 .hi 


Method 


BLASTX 


NCBI GI 


g2493895 


BLAST score 


286 


E value 


o . ue — z o 


Match length 


70 


% identity 


81 


NCBI Description 


CYSTEINE SYNTHASE (O-ACETYLSERINE SULFHYDRYLASE) 




(O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 




>gi 1071911 pir S46438 cysteine synthase (EC 4.2.99. 



8194 




watermelon >gi_540497_dbj_BAA05965_ (D28777) cysteine 
synthase [Citrullus lanatus] 



Seq. No. 50232 

Seg. ID smc700746075.hl 

Method BLASTX 

NCBI GI g!805654 

BLAST score 191 

E value 7.0e-15 

Match length 64 

% identity 55 

NCBI Description (X99972) calmodulin- stimulated calcium-ATPase [Brassica 
oleracea] 

Seq. No. 50233 

Seq. ID smc700746190.hl 

Method BLASTX 

NCBI GI g2924552 

BLAST score 203 

E value 3.0e-16 

Match length 84 

% identity 55 



NCBI Description (AL022018) l-evidence=predicted by content; 

l-method=genefinder; 084; l-method_score=165 .48; 

1- evidence_end; 2-evidence=predicted by match; 

2- match_accession=AA264666; 

2-match__description=LD08351.5prime LD Drosophila 
melanogaste 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50234 

smc700746279.hl 

BLASTX 

gl076485 

274 

1.0e-24 

53 

96 

SAM-synthetase - chickpea (fragment) 

>gi_732576__emb_CAA59508_ (X85252) SAM-synthetase [Cicer 
arietinum] 



Seq. No. 50235 

Seq. ID smc700746460.hl 

Method BLASTX 

NCBI GI gl495251 

BLAST score 201 

E value 5. 0e-16 

Match length 51 

% identity 73 

NCBI Description (Z70314) heat-shock protein [Arabidopsis thaliana] 

Seq. No. 50236 

Seq. ID smc700746523.hl 

Method BLASTX 

NCBI GI g3913008 

BLAST score 392 

E value 2.0e-38 



8195 



Match length 

% identity 

NCBI Description 



89 
90 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_3021338_ernb_CAA06308_ (AJ005041) cytosolic 
fructose-1, 6-bisphosphate aldolase [Cicer arietinum] 



Seq. No. 


50237 




Seq. ID 


smc700746537. 


hi 


Method 


BLASTX 




NCBI GI 


g4097561 




BLAST score 


135 




E value 


2.0e-14 




Matcn lengtn 


86 




% identity 


55 




NCBI Description 


(U64918) ATGP1 


Seq. No. 


50238 




Seq. ID 


smc700746570 


hi 


Method 


BLASTX 




NCBI GI 


g485515 




BLAST score 


337 




E value 


2.0e-39 




Match length 


85 




% identity 


91 




NCBI Description 


ADR 6 protein 





t>ean >gi_296445_emb_CAA49340__ (X69639) 
auxin down regulated [Glycine max] >gi_2304955 (U64866) 
similar to ADR6 encoded by GenBank Accession Number X69639; 
aluminum induced [Glycine max] 



Seq. No. 


50239 


Seq. ID 


smc700746581.hl 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


220 


E value 


5.0e-21 


Match length 


62 


% identity 


92 


NCBI Description 


(D63581) EF-1 alpha 


Seq. No. 


50240 


Seq. ID 


smc700746647.hl 


Method 


BLASTX 


NCBI GI 


g3033375 


BLAST score 


146 


E value 


1.0e-15 


Match length 


80 


% identity 


53 


NCBI Description 


(AC004238) putative 




thaliana] 



[Oryza sativa] 



berberine bridge enzyme [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



50241 

smc700746662.hl 

BLASTX 

gl21336 

234 

6.0e-20 
43 



8196 




% identity 100 

NCBI Description GLUTAMINE SYNTHETASE CYTOSOLIC ISOZYME (GLUTAMATE — AMMONIA 

LIGASE) >gi_81774_pir JQ0937 glutamate — ammonia iigase (EC 

6.3.1.2), cytosolic - soybean >gi_256143_bbs_113802 
(S46513) cytosolic glutamine synthetase, GS {EC 6.3.1.2} 
[Glycine max=soybeans, var Prize, Peptide, 355 aa] [Glycine 
max] 

50242 

smc700746678.hl 
BLASTX 
gl€9900 
325 

1.0e-30 
68 
91 

(M37529) 31 kDa protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50243 

smc700746788.hl 

BLASTX 

g2529665 

140 

4.0e-09 

52 

54 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50244 

smc700746833.hl 

BLASTX 

g4115922 

213 

2.0e-29 

91 

72 

(AF118222) contains similarity to ubiquitin 
carboxyl-terminal hydrolase family 2 (Pf am: PF00443, 
score=48.3, E=3.5e-13, N=2) and (Pfam: PF00442, Score=40, 
E=5*2e-08, N=l) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50245 

smc700746835.hl 

BLASTX 

g629651 

366 

2.0e-35 

84 

80 

cysteine proteinase - spring vetch >gi_2129904_pir S51817 

cysteine proteinase (EC 3.4.22.-) precursor - spring vetch 
>gi_535473_emb_CAA53377_ (X75749) cysteine protease [Vicia 
sativa] 



Seq. No. 50246 

Seq. ID smc700746949.hl 



8197 



Method 


BLASTX 


NCBI GI 


g986969 


BLAST score 


256 


E value 


2 . Oe-22 


Match length 


49 


% identity 


100 


NCBI Description 


(L28005) TGACG-mot if -binding protein L^-t-ycme maxj 


Seq. No. 


50247 


Seq. ID 


smc700746992 . hi 


Method 


BLASTX 


NCBI GI 


g4490316 


BLAST score 


152 


E value 


3 . 0e-10 


Match length 


37 


% identity 


68 


NCBI Description 


(AL035678) nucellin-like protein [Araoiaopsis tnananaj 


Seq. No. 


50248 


Seq. ID 


smc70074704 9.hl 


Method 


BLASTX 


NCBI GI 


g2160189 


BLAST score 


183 


E value 


5.0e-14 


Match length 


77 


% identity 


49 


NCBI Description 


(AC000132) Similar to A. thaliana receptor-like protein 




kinase (gb RLK5_ARATH) . ESTs gb_ATTS0475, gb_ATTS4362 come 




from this gene. [Arabidopsis thaliana] 


Seq. No. 


50249 


Seq. ID 


smc700747104 .hi 


Method 


BLASTX 


NCBI GI 


g2661412 


BLAST score 


150 


E value 


3.0e-10 


Match length 


44 


% identity 


64 


NCBI Description 


(AJ000728) MAP kinase kinase [Lycopersicon esculentum] 


Seq. No. 


50250 


Seq. ID 


smc700747115.hl 


Method 


BLASTX 


NCBI GI 


g4191797 


BLAST score 


172 


E value 


1.0e-12 


Match length 


72 


% identity 


56 


NCBI Description 


(AC005917) putative receptor protein kinase, 3 1 partial 




[Arabidopsis thaliana] 


Seq. No. 


50251 


Seq. ID 


smc700747130.hl 


Method 


BLASTX 


NCBI GI 


g807698 


BLAST score 


294 


E value 


6.0e-27 



8198 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 
58 

(D32206) 



prepro-cucumisin [Cucumis melo] 



50252 

smc700747164.hl 

BLASTX 

g4206209 

344 

8,0e-33 

83 

80 

(AF071527) putative glucan synthase component [Arabidopsis 
thaliana] >gi_4263042_gb_AAD15311_ (AC005142) putative 
glucan synthase component [Arabidopsis thaliana] 

50253 

smc700747186.hl 

BLASTX 

g4538935 

201 

5.0e-16 

61 
65 

(AL049483) putative protein [Arabidopsis thaliana] 



50254 

smc700747188.hl 

BLASTX 

gl076274 

250 

9.0e-22 

84 

56 

cucumis in (EC 3, 



4.21,25) precursor - muskmelon (fragment) 



50255 

smc700747208.hl 

BLASTX 

g2252846 

209 

5.0e-17 

81 
56 

(AF013293) Similar to phospholipase D [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50256 

smc700747235.hl 

BLASTX 

g535428 

180 

2.0e-14 

62 

36 

(U13736) calmodulin-like protein 



[Pisum sativum] 



8199 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
" NCBI Description 



50257 

smc700747284.hl 

BLASTX 

g4539390 

331 

3.0e-31 

63 
95 

(AL035526) shaggy-like protein kinase etha (EC 2, 
[Arabidopsis thaliana] 



7.1.-) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50258 

smc700747305.hl 

BLASTX 

g3158476 

255 

2.0e-22 

62 

84 

(AF067185) aquapor in 



2 [Samanea saman] 



50259 

smc700747310.hl 

BLASTX 

gl36057 

187 

2.0e-14 

63 
62 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50260 

smc700747408.hl 

BLASTX 

gl944152 

169 

3.0e-12 

34 

85 

(AB002667) ACC-oxidase [Vigna angularis] 



50261 

smc700747419.hl 

BLASTX 

g4467137 

222 

2.0e-18 

88 
49 

(AL035540) putative protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



50262 

smc700747451.hl 
BLASTX 



8200 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3894383 
175 

4.0e-13 

81 

3 

(AF053993) disease resistance protein [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50263 

smc700747484.hl 

BLASTX 

gl076485 

283 

1.0e-25 

54 
98 

SAM-synthetase - chickpea (fragment) 

>gi_73257 6_emb_CAA59508_ (X85252) SAM-synthetase [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50264 

smc700747547.hl 

BLASTX 

gl076545 

184 

3.0e-14 

51 

75 

guanine nucleotide regulatory protein - fava bean 
>gi_547478_emb_CAA85733_ (Z37503) guanine nucleotide 

regulatory protein [Vicia faba] >gi_1098297_prf 2115367E 

small GTP-binding protein [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50265 

smc700747550.hl 

BLASTX 

gl076485 

304 

4.0e-28 

58 

98 

SAM-synthetase - chickpea (fragment) 

>giJ732576_emb_CAA59508_ (X85252) SAM-synthetase [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50266 

smc700747592.hl 

BLASTX 

g!23617 

256 

2.0e-22 

61 

80 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_99707_pir JA0170 

heat shock protein 70-2 - Arabidopsis thaliana (fragment) 
>gi_166766 (M23106) heat shock protein HSP70-2 [Arabidopsis 
thaliana] 



8201 



II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50267 

smc700747636.hl 

BLASTX 

g417148 

225 

5.0e-19 

63 

68 

PROBABLE GLUTATHIONE S-TRANSFERASE (HEAT SHOCK PROTEIN 26A) 

(G2-4) >gi_99912_pir A33654 heat shock protein 26A - 

soybean >gi_169981 (M20363) Gmhsp26-A [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50268 

smc700747645.hl 

BLASTX 

g2274862 

302 

4.0e-28 

60 

87 

(AJ000497) Starch branching enzyme II [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50269 

smc700747718.hl 

BLASTX 

g3913008 

415 

4.0e-41 

88 

93 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_3021338_emb_CAA06308_ (AJ005041) cytosolic 
fructose-1, 6-bisphosphate aldolase [Cicer arietinum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50270 

smc700747727.hl 

BLASTX 

gll46165 

272 

3.0e-24 

57 

95 

(L4747 9) urophorphyrin III methylase 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50271 

smc700747755.hl 

BLASTX 

g4206787 

368 

1.0e-35 

89 
81 

(AF112863) syntaxin-related protein Nt-syrl [Nicotiana 
tabacum] 



8202 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50272 

smc700747756.hl 

BLASTX 

g4538926 

325 

1.0e-30 

88 
73 

(AL04 9483) putative phosphatidylserine decarboxylase 
[Arabidopsis thaliana] 

50273 

smc700747859.hl 

BLASTX 

g3702336 

388 

5.0e-38 

85 

92 

(AC005397) putative 3-methyl-2-oxobutanoate 
hydroxy-methyl-transf erase [Arabidopsis thaliana] 

50274 

smc700747878.hl 

BLASTX 

g986969 

154 

2.0e-10 

31 
94 

(L28005) TGACG-mot if -binding protein [Glycine max] 
50275 

smc700748001.hl 

BLASTX 

gl076485 

206 

7.0e-17 

39 

100 

SAM-synthetase - chickpea (fragment) 

>gi_732576_emb_CAA59508_ (X85252) SAM-synthetase [Cicer 
arietinum] 

50276 

smc700748064.hl 

BLASTX 

g3157932 

136 

1.0e-08 

33 
76 

(AC002131) Similar to hypothetical protein HYP1 gb_Z97338 
from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



50277 

smc700748188.hl 



8203 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3885341 

181 

9.0e-14 

76 
47 

(AC005623) unknown protein [Arabidopsis thaliana] 



50278 

smc700748243.hl 

BLASTX 

g2262105 

303 

6.0e-28 

87 

64 

(AC002343) unknown protein 



[Arabidopsis thaliana] 



50279 

smc700748260.hl 

BLASTX 

gll68189 

221 

3.0e-21 

67 

85 

14-3-3-LIKE PROTEIN A (VFA-1433A) >gi_107 6542__pir S52899 

14-3-3 brain protein homolog - fava bean 
>gi_695765_emb_CAA88415_ (Z48504) 14-3-3 brain protein 
homolog [Vicia faba] 



Seq. No. 


50280 


Seq. ID 


smc700748301.hl 


Method 


BLASTX 


NCBI GI 


g2459412 


BLAST score 


212 


E value 


3.0e-17 


Match length 


84 


% identity 


51 


NCBI Description 


(AC002332) putative 


Seq. No. 


50281 


Seq. ID 


smc700748403.hl 


Method 


BLASTX 


NCBI GI 


g4531444 


BLAST score 


164 


E value 


1.0e-ll 


Match length 


41 


% identity 


78 


NCBI Description 


(AC006224) putative 


Seq. No. 


50282 


Seq. ID 


smc700748536.hl 


Method 


BLASTX 


NCBI GI 


g3850108 


BLAST score 


250 


E value 


9.0e-22 



[Arabidopsis thaliana] 



8204 



Match length 

% identity 

NCBI Description 



77 
64 

(AL033388) putative calcium-transporting atpase 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50283 

smc700748565.hl 

BLASTX 

g2463577 

408 

3.0e-40 

82 
95 

(AB007510) PRP8 protein [Homo sapiens] 
50284 

smc700748601.hl 

BLASTX 

g4454016 

200 

7.0e-16 

64 
70 

(AL035396) UMP/CMP kinase like protein [Arabidopsis 
thaliana] 

50285 

smc700748626.hl 

BLASTX 

g3033391 

233 

9.0e-20 

56 

77 

(AC004238) putative amino acid transporter [Arabidopsis 
thaliana] 

50286 

smc700748635.hl 

BLASTX 

g3551221 

101 

8.0e-09 

54 

61 

(AB012628) blue-light photoreceptor [Adiantum 
capillus-veneris] >gi_3551227_dbj_BAA32812_ (AB012631) 
blue-light photoreceptor [Adiantum capillus-veneris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



50287 

smc700748642.hl 

BLASTX 

g2979544 

206 

1.0e-16 

74 

54 



8205 



# 



NCBI Description (AC003680) putative cytochrome P-450 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50288 

smc700748695.hl 

BLASTX 

g3176690 

208 

7.0e-17 

85 
54 

(AC003671) 
cerevisiae 



[Arabidopsis thaliana] 
50289 

smc700748702.hl 

BLASTX 

glll347 

251 

4.0e-35 

75 

89 

alcohol 
{M31363] 



Similar to ubiquitin ligase gb_D63905 from S, 
EST gb_R65295 comes from this gene. 



sulfotransf erase (EC 2.8.2.2) - rat >gi_204 671 
hydroxysteroid sulfotransf erase [Rattus 



norvegicus] 
50290 

smc700748756.hl 

BLASTX 

g4512654 

238 

2.0e-20 

65 

66 

(AC007048) unknown protein [Arabidopsis thaliana] 
50291 

smc700748769.hl 

BLASTX 

g3668083 

163 

8.0e-12 

49 

65 

(AC004 667) hypothetical protein [Arabidopsis thaliana] 
50292 

smc700748816.hl 

BLASTX 

g4490304 

308 

1.0e-28 

87 

69 

(AL035678) putative protein [Arabidopsis thaliana] 



Seq. No. 



50293 



8206 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



smc700748825.hl 

BLASTX 

gl076485 

301 

1.0e-27 

59 
97 

SAM-synthetase - chickpea (fragment) 

>gi_73257 6_emb_CAA59508_ (X85252) SAM-synthetase [Cicer 
arietinum] 

50294 

smc700748867.hl 

BLASTX 

g3548802 

316 

2.0e-29 

88 

67 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

50295 

smc700748902.hl 

BLASTX 

g4335967 

176 

3.0e-13 

43 

79 

(AF062733) cell adhesion molecule [Homo sapiens] 
50296 

smc700748928.hl 

BLASTX 

g2500026 

201 

3.0e-16 

40 
93 

ADENYLOSUCCINATE SYNTHETASE PRECURSOR { IMP— ASPARTATE 
LIGASE) >gi_1616657 (U49389) adenylosuccinate synthetase 
[Arabidopsis thaliana] 

50297 

smc700748979.hl 

BLASTX 

g3551742 

200 

4.0e-16 

38 
100 

(U27112) HT-1080 protein [Homo sapiens] 
50298 

smc700749009.hl 



8207 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl237102 

268 

7.0e-24 

89 

67 

(L40358) calmodulin-binding protein [Arabidopsis thaliana] 

>gi_1589171_prf 2210340A calmodulin-binding protein 

[Arabidopsis thaliana] 

50299 

smc700749025.hl 

BLASTX 

g2245082 

177 

5.0e-27 

87 

69 

(Z97343) SCARECROW homolog [Arabidopsis thaliana] 
50300 

smc700749062.hl 

BLASTX 

g4240261 

196 

2.0e-30 

85 

87 

(AB020693) KIAA0886 protein [Homo sapiens] 
50301 

smc700749088.hl 

BLASTX 

g267184 

352 

1.0e-33 

87 

78 

NON-RECEPTOR TYROS INE-PROTEIN KINASE TYK2 

>gi_1360649_pir TVHUY2 protein-tyrosine kinase (EC 

2.7.1.112) tyk2 - human >gi_37504_emb_CAA3844 9__ (X54637) 

protein tyrosine kinase [Homo sapiens] 

>gi_450774 9_ref_NP_003322.1_pTYK2_ tyrosine kinase 

50302 

smc700749096.hl 

BLASTX 

g3023816 

188 

2.0e-14 

40 
80 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Seq. No. 



50303 



8208 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



smc700749115.hl 

BLASTX 

g3367638 

243 

1.0e-27 

90 

71 

(AJ000331) monogalactosyldiacylglycerol synthase 
[Arabidopsis thaliana] 

50304 

smc700749150.hl 

BLASTX 

g3093294 

170 

2.0e-12 

43 

77 

(Y12782) putative villin [Arabidopsis thaliana] 
50305 

smc700749162.hl 

BLASTX 

g4580398 

119 

7.0e-12 

86 
48 

(AC007171) putative protein kinase APK1A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



50306 

smc700749192.hl 

BLASTX 

g!931638 

178 

3.0e-13 

81 

47 

(U95973) transcription factor RUSH-lalpha isolog 
[Arabidopsis thaliana] 

50307 

smc700749230.hl 

BLASTX 

gl762935 

306 

3.0e-28 

72 

88 

(U66264) ubiquitin [Nicotiana tabacum] 
50308 

smc700749238.hl 

BLASTX 

g4210948 

205 



8209 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-16 

53 
77 

(AF085275) 



DnaJ protein [Hevea brasiliensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



50309 

smc700749260.hl 

BLASTX 

g886100 

153 

1.0e-12 

67 

67 

(U27347) putative water channel protein; plasma lemma 
intrinsic protein; similar to Arabidopsis Pip2a gene 
product, PIR Accession Number S44084 [Glycine max] 

50310 

smc700749283.hl 

BLASTX 

gl346672 

111 

1.0e-ll 

69 

58 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 

(NDPK I) >gi_421886_pir S33170 nucleoside-diphosphate 

kinase (EC 2.7.4.6) - garden pea >gi_1084378_pir S46513 

nucleoside-diphosphate kinase (EC 2.7.4.6) - garden pea 
>gi_296174_emb_CAA50511_ (X71388) nucleoside-diphosphate 
kinase [Pisum sativum] 

50311 

smc700749313.hl 

BLASTX 

g4185567 

170 

6.0e-16 

77 

83 

(AF115480) cAMP-dependent Rapl guanine-nucleotide exchange 
factor [Mus musculus] 

50312 

smc700749335.hl 

BLASTX 

gl491931 

145 

2.0e-09 

76 

43 

(U52078) kinesin-like protein [Nicotiana tabacum] 
50313 

smc700749407.hl 

BLASTX 

g2191144 



8210 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



261 

5.0e-23 

90 

61 

(AF007269) 
thaliana] 



A_IG002N01.24 gene product [Arabidopsis 



Seq. No. 50314 

Seq. ID smc700749414.hl 

Method BLASTX 

NCBI GI g2262105 

BLAST score 380 

E value 5.0e-37 

Match length 91 

% identity 79 

NCBI Description (AC002343) unknown protein [Arabidopsis thaliana] 

Seq. No. 50315 

Seq. ID smc700749421.hl 

Method BLASTX 

NCBI GI g418754 

BLAST score 385 

E value 1.0e-37 

Match length 89 

% identity 74 

NCBI Description catechol oxidase (EC 1.10.3.1) precursor - fava bean 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50316 

smc700749547.hl 

BLASTX 

g4455276 

298 

2.0e-27 

89 

70 

(AL035527) peptide 
thaliana] 



transporter-like 



protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50317 

smc700749567.hl 

BLASTX 

g4335754 

394 

1.0e-38 

84 

81 

(AC006284) putative acid phophatase (contains 
metallo-phosphoesterase motif, prosite: QDOC50185) 
[Arabidopsis thaliana] 



Seq. No. 50318 

Seq. ID smc700749583.hl 

Method BLASTX 

NCBI GI g2674062 

BLAST score 204 

E value 1.0e-30 

Match length 88 



8211 



o 



% identity 88 

NCBI Description (AF006043) 3-phosphoglycerate dehydrogenase [Homo sapiens] 

Seq. No. 50319 

Seq. ID smc700749609.hl 

Method BLASTX 

NCBI GI g2460318 

BLAST score 412 

E value 9.0e-41 

Match length 83 

% identity 96 

NCBI Description (AF021819) RNA-binding protein regulatory subunit [Homo 
sapiens] 

Seq* No. 50320 

Seq. ID smc700749617.hl 

Method BLASTX 

NCBI GI g2739379 

BLAST score 181 

E value 1.0e-13 

Match length 86 

% identity 49 

NCBI Description (AC002505) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 50321 

Seq. ID smc700749619.hl 

Method BLASTX 

NCBI GI g4115341 

BLAST score 188 

E value 9.0e-15 

Match length 64 

% identity 53 

NCBI Description (U51100) chromaffin granule ATPase II [Bos taurus] 

Seq. No. 50322 

Seq. ID smc700749639.hl 

Method BLASTX 

NCBI GI gll72624 

BLAST score 181 

E value 1.0e-13 

Match length 39 

% identity 92 

NCBI Description PROFILIN II >gi__2136802_pir S65365 profilin II - bovine 

(fragment) 

Seq. No. 50323 

Seq. ID smc700749731.hl 

Method BLASTX 

NCBI GI g3413886 

BLAST score 466 

E value 5.0e-47 

Match length 94 

% identity 97 

NCBI Description (AB007931) KIAA0462 protein [Homo sapiens] 

Seq. No. 50324 

Seq. ID smc700749747.hl 



8212 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2738998 

324 

2.0e-30 

89 

70 

(AF022458) 



CYP98A2p [Glycine max] 



50325 

smc700749759.hl 

BLASTX 

g3334413 

171 

1.0e-12 

49 

71 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_2502087 
(AF022926) adenosine triphosphatase; c-subunit of V-ATPase 
[Vigna radiata] 

50326 

smc700749794.hl 

BLASTX 

g3860268 

175 

6.0e-13 

78 

44 

(AC005824) hypothetical protein [Arabidopsis thaliana] 
50327 

smc700749806.hl 

BLASTX 

g2829902 

246 

2.0e-29 

85 
85 

(AC002311) Putative sulphate transporter protein#protein 
[Arabidopsis thaliana] 

50328 

smc700749858.hl 

BLASTX 

g3451071 

266 

1.0e-23 

84 

67 

(AL031326) beta adaptin - like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



50329 

smc700749861.hl 

BLASTX 

g2982077 

453 



8213 



E value 
Match length 
% identity 
NCBI Description 



1.0e-45 

86 
97 

Chain C, Complex Of Gs-Alpha With The Catalytic Domains Of 
Mammalian Adenylyl Cyclase >gi_2982078_pdb_lAZT_A Chain A, 
Gs-Alpha Complexed With Gtp-Gamma-S >gi_2982079_pdb_lAZT_B 
Chain B, Gs-Alpha Complexed With Gtp-Gamma-S 



Sea No 


50330 
v %j -j \j 


Seq. ID 


smc700749886 hi 


Method 


BLASTX 


NCBI GI 


a3080420 


BLAST score 


365 


E value 


3.0e-35 


Match length 


81 


% identity 


85 


NCBI De* s r* t \ nt "i on 


fATiO??fi04^ r^n +* ^ +■ *? vp ^nrrsT* tran^nnT'fp'r nrril'f^'i n f Arshi Hrnr^^ "i <3 




1~h a 1 t ana 1 


Seq. No. 


50331 


Seq. ID 


<=?Tnn70ft7 4 99^7 hi 

DlUL> ( Uu / f J / .11 J. 


lie likjh 


dt acq^y 


NCBI GI 


a2760839 


BLAST score 


140 


E value 


7 . Oe-09 


Match length 


55 


% identity 


47 


T Do c! r* y* "i r^+" n on 
LN^I_).L JJcoLlipLlUil 


t/iOUUJiUj; pULdLlvc icucptOi Js.xnd.se [/liaDluOpSlS LnallallaJ 






Sea ID 


smc700749963 hi 


1 it; luuu 






rr4?04 ^04 


BLAST score 


211 


E value 


3.0e-17 


Match length 


87 


% identity 


51 


NCBI De^crint i on 


(AC0()'^O91) 1 nl nrt «?pa Mn Hpfinil-inn Tina fonnH 




f 21 yaK i Hnnci a t ana 1 
[_r^L ctiJXUsJJpo J.O l_il<iJ__Lcillcl J 


Sea No 


50333 
+j \j j -j -j 




Qmr-Tfimd QQST hi 

olLlO / U U / ft -7 -7 0 X . 11 X 


lie L. 11UU 


D±jrlO J. A 


NCBI GI 


g3193284 


BLAST score 


231 


E value 


2.0e-19 


Match length 


77 


% identity 


57 


NCBI Description 


(AF069298) No definition line found [Arabidopsis thaliana] 


Seq. No. 


50334 


Seq. ID 


smc700749986.hl 


Method 


BLASTX 


NCBI GI 


g4220474 


BLAST score 


170 


E value 


2.0e-21 


Match length 


83 



8214 



% identity 

NCBI Description 



II 



67 

(AC006069) putative myosin heavy chain [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



50335 

smc700750165.hl 

BLASTX 

gl20649 

440 

4.0e-44 

86 
99 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, LIVER 

>gi_6252Q3jpir DEHUG3 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - human >gi_182861 (M17851) 
glyceraldehyde-3-phosphate dehydrogenase [Homo sapiens] 
>gi_1828 63 (J02642) glyceraldehyde 3-phosphate 
dehydrogenase (EC 1.2.1.12) [Homo sapiens] >gi_182977 
(M33197) glyceraldehyde-3-phosphate dehydrogenase (EC 
1.2.1.12) [Homo sapiens] >gi_182981 (J04038) 
glyceraldehyde-3-phosphate dehydrogenase [Homo sapiens] 
>gi_224880_prf 1203217A 

dehydrogenase , glyceraldehydephosphate [Homo sapiens] 



50336 

smc700750171.hl 

BLASTX 

g688430 

228 

3.0e-19 

72 

58 

(D26457) tumor-related protein 
Nicotiana langsdorf f ii] 



[Nicotiana glauca X 



50337 

smc700750243.hl 

BLASTX 

gl21336 

262 

3.0e-23 

49 

100 

GLUTAMINE SYNTHETASE CYTOSOLIC ISOZYME { GLUT AMATE— AMMONIA 

LIGASE) >gi_81774_pir JQ0937 glutamate—ammonia ligase (EC 

6.3.1.2), cytosolic - soybean >gi_256143_bbs_113802 
(S46513) cytosolic glutamine synthetase, GS {EC 6.3.1.2} 
[Glycine max=soybeans, var Prize, Peptide, 355 aa] [Glycine 
max] 

50338 

smc700750247.hl 

BLASTX 

g535454 

236 

4.0e-20 
55 



8215 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

(U13940) cysteine proteinase [Alnus glutinosa] 



50339 

smc700750263.hl 

BLASTX 

g3746938 

137 

3.0e-18 

59 
83 

(AF091809) actin 



2 [Anemia phyllitidis] 



50340 

smc700750268.nl 

BLASTX 

g2851393 

413 

6.0e-41 

83 

96 

NADPH-CYTOCHROME P450 REDUCTASE (CPR) 

>gi_482604_pir A60557 NADPH — ferrihemoprotein reductase 

(EC 1.6.2.4) - human 



Seq. No. 


50341 






Method 


BLASTX 


NCBI GI 


g2117899 


BLAST score 


452 


E value 


2.0e-45 


Match length 


84 


% identity 


99 


NCBI Description 


creatine kinase-B 




kinase-B [Homo sa; 


Seq. No. 


50342 


Seq. ID 


smc700750273.hl 


Method 


BLASTX 


NCBI GI 


gl688095 


BLAST score 


268 


E value 


6.0e-24 


Match length 


68 


% identity 


76 


NCBI Description 


(U68057) frezzled 


Seq. No. 


50343 


Seq. ID 


smc700750294.hl 


Method 


BLASTX 


NCBI GI 


g3953457 


BLAST score 


202 


E value 


3.0e-16 


Match length 


72 


% identity 


56 


NCBI Description 


(AC002328) F20N2. 


Seq. No. 


50344 



creatine 



2 [Arabidopsis thaliana] 



8216 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



smc700750343.hl 

BLASTX 

gl066859 

239 

1.0e-20 

48 

98 

(L4 9020) acetyl-CoA carboxylase [Glycine max] 
50345 

smc700750369.hl 

BLASTX 

g2062176 

175 

3.0e-13 

40 

80 

(AC001645) Myb-related transcription activator 
isolog [Arabidopsis thaliana] 



(MybStl) 



50346 

smc700750380.hl 

BLASTX 

g416914 

233 

1.0e-38 

89 

97 

DEVELOPMENTALLY REGULATED GTP-BINDING PROTEIN DRG (NEDD3 
PROTEIN) >gi_220507_dbj_BAA01555_ (D10715) GTP-binding 
protein [Mus musculus] 



50347 

smw700646115.hl 

BLASTX 

g!32086 

360 

1.0e-34 

72 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1 

(RUBISCO SMALL SUBUNIT 1) >gi_68053_pir RKSYS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) 
precursor SRS1 - soybean >gi_18742_emb__CAA23736_ 
rubpcase [Glycine max] 



PRECURSOR 

small chain 
(V00458) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50348 

smw700646116.hl 

BLASTX 

g3738298 

146 

2.0e-09 

64 

48 

(AC005309) unknown protein [Arabidopsis thaliana] 
>gi_4249394 (AC006072) unknown protein [Arabidopsis 
thaliana] 



8217 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50349 

smw700646162.hl 

BLASTX 

g4263706 

236 

5.0e-20 

96 

52 

(AC006223) hypothetical protein [Arabidopsis thaliana] 
50350 

smw700646176.hl 

BLASTX 

g4309723 

142 

3.0e-09 

30 

93 

(AC006439) putative succinate dehydrogenase flavoprotein 
alpha subunit [Arabidopsis thaliana] 

50351 

smw700646195.hl 

BLASTX 

g3850588 

288 

4.0e-26 

71 

75 

(AC005278) Contains similarity to gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 
from this gene. [Arabidopsis thaliana] 

50352 

smw700646213.hl 

BLASTX 

g3877205 

139 

1.0e-08 

60 
48 

(Z70780) similar to lipase [Caenorhabditis elegans] 
50353 

smw700646223.hl 

BLASTX 

g20729 

276 

1.0e-24 

74 

81 

(X15190) precursor 



(AA -68 to 337) [Pisum sativum] 



Seq. No. 
Seq. ID 



50354 

smw700646253.hl 



8218 



Method 


BLASTX 


NCBI GI 


g!40218 


BLAST score 


148 


E value 


1. Oe-09 


Mafnli 1 print*]"i 

lUU L. Oil 


55 






NCBI Description 


ATP SYNTHASE SUBUNITS REGION ORF 


Qprr Ma 


JU J J J 


Seq. ID 


ssr700553708 .hi 


Method 


BLASTX 


NCBI GI 


g3785998 


BLAST score 


196 


E value 


9.0e-26 


Match length 


77 


% identitv 


79 


NCBI Description 


unknown nrnfpi n r AT^hn Hnn^ 


Sea No 


JU JJU 


Seq. ID 


ssr700553725 hi 


Method 


BLASTX 


NCBI GI 


a!848212 


BLAST score 


177 


E value 


2.0e-18 


Match 1 pnn"t~h 


70 


% -I Hpn1" i i - v 


so 




f V i l /MU 1 Tf™\ v* +~ ^ i ri /"in rin 1 f i /-vyyi ftvi 

t Ili^U 3 j piULclIl UloUillQc lSOlUcraSc 




u CtJJ d LULL J 




JUjj / 


Sea ID 


qor7 ClOS^^l d() hi 
O O J_ / UUJJ J / 'i \J • 11 X 


Method 


BLASTX 


NCBI GI 


gll5765 


BLAST score 


155 


E value 


8.0e-ll 


Match length 


33 


% identity 


91 



[Nicotiana 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb__CAA32197__ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi__170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50358 

ssr700553770 
BLASTN 
gl69036 
51 

7.0e-20 

95 
88 

Pisum sativum 



hi 



L. aldolase gene, 3 1 end cds 



Seq. No. 



50359 



8219 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ssr700553779.hl 

BLASTX 

g4454031 

149 

7.0e-10 

35 
80 

(AL035394) putative protein [Arabidopsis thaliana] 



Seq. No, 


50360 


Seq. ID 


ssr700553835.hl 


Method 


BLASTX 


NCBI GI 


g818849 


BLAST score 


211 


E value 


4.0e-17 


Match length 


56 


% identity 


70 


NCBI Description 


(U25430) nucleotide pyrophosphatase 




sativa] 


Seq. No. 


50361 


Sea ID 


ssr700553842 .hi 


Method 


BLASTX 


NCBI GI 


g4455160 


BLAST score 


282 


E value 


2.0e-25 


Match length 


97 


% identity 


60 


NCBI Description 


(AL031187) kinesin-related protein 




TArabido'Dsis thaliana! 


Sea No 


50362 


Sea TD 


ssr700554019 hi 


Method 


BLASTX 


NCBI GI 


g2827524 


BLAST score 


195 


E value 


3.0e-15 


Match length 


83 


% identity 


55 


NCBI Description 


(AL021633) predicted protein [Arabi 


Seq. No. 


50363 


Seq. ID 


ssr700554080.hl 


Method 


BLASTN 


NCBI GI 


g4406529 


BLAST score 


93 


E value 


6.0e-45 


Match length 


180 


% identity 


88 


NCBI Description 


Vigna radiata rubisco activase (Rca 



encoding chloroplast protein, 



mRNA, chloroplast gene 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



50364 

ssr700554189.hl 

BLASTN 

g4406529 

124 



8220 



E value 
Match length 
% identity 
NCBI Description 



2.0e-63 

235 

88 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



Seer No 


50365 
<>j *j \j 


kJ \Z \J • J- U 


^<5r700554295 hi 


Mp1"hod 


BLASTN 


NPRT QT 


a?765444 




205 


E value 


1- Oe-112 


Match length 


275 


% identity 


98 


NCBI Description 


Glycine max mRNA for ferredoxin thioredoxin reductase 


Qorr Nn 


50366 

*J V J u u 




<?c;T7nO^R4?9n hi 


Mot" h orl 


RT.A^TY 

Dixau X /\ 




rr4 SI 9 6^ 






F*. 773 1 IIP 
Hi V CL -L UC 


7 . Oe-10 




68 


O JLUCllLX L y 


46 


NCBI Description 


(AC007048) unknown protein [Arabidopsis thaliana] 


OtrCJ. 1NQ » 




oeq. XU 


<3<=-r7 HO 47 R hi 


TWT r!^ "f - V\ ^n^S 

L v ieL.nocL 




NPRT HT 




"DT ACT 1 oo^v>j-s 

jdIiAo i score 




E value 


o . ue 4 o 


L v lal_OIl _LcIiyt.Il 


940 
Z, Q u 


?; -J rJe=>nt" n tv 

O -L. X X u_. L*« y 


85 


NCBI Description 


Vigna radiata rubisco activase (Rca) mRNA, chloroplast 




encoding chloroplast protein, complete cds 




JU JDO 


Qorr TTl 


cor7nfm S4 R9R hi 
SS17/UU33*±OZO .111 


Mp»"h h oH 


RT.A^TY 


NPRT CZT 


rr99fi1 DQH 




94 Q 
*i *i .7 


£j v axuc 






92 


% identity 


58 


NCBI Description 


(AC002333) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


50369 


Seq. ID 


ssr700554582.hl 


Method 


BLASTX 


NCBI GI 


g3287695 


BLAST score 


208 


E value 


8.0e-17 


Match length 


90 


% identity 


51 


NCBI Description 


(AC003979) Similar to hypothetical protein C34B7.2 



gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 



8221 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50370 

ssr700554603.hl 

BLASTN 

g20732 

49 

4.0e-19 

89 
89 

Pea chloroplast GAPB mRNA encoding 
glyceraldehyde-3-phosphate dehydrogenase 
(EC 1.2.1.13) 



(GAPDH) subunit B 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50371 

ssr700554642.hl 

BLASTX 

g3386604 

293 

8.0e-27 

69 

77 

(AC004 665) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50372 

ssr700554672.hl 

BLASTX 

g3420052 

168 

4.0e-12 

86 

47 

(AC004 680) putative ubiqinone reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50373 

ssr700554716.hl 

BLASTX 

g4206209 

483 

5.0e-49 

96 

95 

(AF071527) putative glucan synthase component [Arabidopsis 
thaliana] >gi_4263042_gb_AAD15311_ (AC005142) putative 
glucan synthase component [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50374 

ssr700554813.hl 

BLASTX 

g2911077 

140 

8.0e-09 

49 

47 

(AL021960) gibberellin 20-oxidase 
[Arabidopsis thaliana] 



like protein 



8222 



Seq. No. 


50375 




Seq. ID 


ssr700554852.hl 


Method 


BLASTX 




NCBI GI 


g2961345 




BLAST score 


186 




E value 


3.0e-14 




Match length 


44 




% identity 


70 




NCBI Description 


(AL022140) 


hypothetical protein 


Seq. No. 


50376 




Seq. ID 


ssr700554£ 


J64.hl 


Method 


BLASTX 




NCBI GI 


g2160161 




BLAST score 


162 




E value 


2.0e-ll 




Match lencrth 


92 




% identity 


6 




NCBI Dpscrinjl - ion 


(AC000132) 


F21M12.7 gene product 


Seq, No. 


50377 




Seq. ID 


ssr700555020.hl 


Method 


BLASTX 




NCBI GI 


g4467117 




BLAST score 


244 




R VP 1 1 1 p 

J— 1 V CIXU^ 


6.0e-21 




Ma "hr*Vi 1 on rri - Vi 

HO LL/ll ICiiy Ull 


80 




% identity 


65 




NCBT Dp^rrinti nn 


(AL035538) 


hypothetical protein 


Seq. No. 


50378 




Seq. ID 


ssr700555083.hl 


Method 


BLASTX 




NCBI GI 


gll68609 




BLAST score 


366 




E value 


3.0e-35 




Match length 


91 




% identity 


75 




NCBI Description 


AUXIN-RESISTANCE PROTEIN AXR1 >g 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79664_pir S35071 

auxin-resistance protein AXR1 - Arabidopsis thaliana 
>gi_304104 (L13922) ubiquitin-activating enzyme El 
[Arabidopsis thaliana] >gi_2388579 (AC000098) Match to 
Arabidopsis AXR1 { gb_ATHAXRl 122) . [Arabidopsis thaliana] 

>gi_448755_prf 1917337A ubiquitin-activating enzyme El 

[Arabidopsis thaliana] 

50379 

ssr700555141.hl 

BLASTX 

g3924596 

191 

9.0e-15 

48 

77 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 



8223 



o 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50380 

ssr700555147.hl 

BLASTN 

g596077 

70 

3.0e-31 

138 

88 

Zea mays thiamine biosynthetic enzyme 
complete cds 



(thil-1) mRNA, 



Seq. No. 


50381 


Seq. ID 


ssr700555265.hl 


Method 


BLASTX 


NCBI GI 


cr282929 


BLAST score 


172 


W Tra 1 no 
J_i v al LLC? 




Match length 


81 


S: i Hpnl"i 'hi; 


47 




^arhnnafo Hohx/Hrat" a qo / IT 1 A 0 H 1 \ _ navrlon noa 
ocix jjijiicl l t; uci j.y ux a Laoc \ HiO i.^.x.xj yai j^>tr a. 


Seq. No. 


50382 


Seq. ID 


ssr700555282.hl 


Method 


BLASTX 


NCBI GI 


a4455367 


RLAFJT ^cnre* 

j— >-i— ir^o x *j i- ~ 


445 
*± *± j 


J— i V Ct± LLC 


1 Oa-44 




88 


9- T Hont" i i" \7 


O X 


INv^JD _L UCSLJ. lJJLlUil 


f 7\T (i < W ^ O /I l mi "H "a +■ i tta t"\v*<'"\'^* d t r*i F 7i v ^ V s ! t *H *^t™s o i o 4* Vi 2 1 i ^ti a 
^iiiiU JO J puidLIvt; pzUutrXIl L^raiJxCiQpoX £3 CIld.XXd.IIa. 


Seq. No. 


50383 


Seq. ID 


ssr700555303.hl 


Method 


BLASTX 


NCBI GI 




BLAST sen re 


126 


TT 1 11^ 
i-> V Ql LLC? 




Match lenath 


38 






NCBI Description 


(AL031135) NAM / CUC2 -like protein [Arabidopsis 


Seq. No. 


50384 


Seq. ID 


ssr700555337.hl 


Method 


BLASTN 


NCBI GI 


gl70087 


BLAST score 


258 


E value 


1.0e-143 


Match length 


265 


% identity 


100 


NCBI Description 


G.max vegetative storage protein mRNA (VSP25 gene 


Seq. No. 


50385 


Seq. ID 


ssr700555386.hl 


Method 


BLASTX 


NCBI GI 


g3927835 


BLAST score 


301 



8224 



E value 


8.0e-28 


Match length 


80 


% identity 


66 


NCBI Description 


(AC005727) similar to Streptomyces PapA [Arabidopsis 




thaliana] 


Seq. No. 


50386 


Seq. ID 


ssr700555394.hl 


Method 


BLASTX 


NCBI GI 


g3746568 


BLAST score 


271 


E value 


3.0e-24 


Match length 


57 


% identity 


88 


NCBI Description 


(AF061638) branched—chain alpha— keto acid decarboxylase 




beta subunit [Arabidopsis thaliana] 


Seq. No. 


50387 


Seq. ID 


ssr700555461.hl 


Method 


BLASTX 


NCBI GI 


g3377941 


BLAST score 


311 


E value 


7.0e-29 


Match length 


91 


% identity 


64 


NCBI Description 


(AL021960} Dutativs "orotein (firacrmentl rAirabidoDsis 




thaliana] 


Seq. No. 


50388 


Seq. ID 


ssr700555466.hl 


Method 


BLASTX 


NCBI GI 


g2213620 


BLAST score 


374 


E value 


3. 0e-36 


Match length 


92 


% identity 


78 


NCBI Description 


(AC000103) F21J9.13 [Arabidopsis thaliana] 


Seq. No. 


50389 


Seq. ID 


ssr700555488.hl 


Method 


BLASTX 


NCBI GI 


g4469011 


BLAST score 


214 


E value 


8.0e-24 


Match length 


90 


% identity 


83 


NCBI Description 


( AL035 602 ) carbohvdT^t p lcin^^p— 1 i Tcp DTofp in rArshi don^i 




thaliana] 


Seq. No. 


50390 


Seq. ID 


ssr700555515.hl 


Method 


BLASTX 


NCBI GI 


g4567197 


BLAST score 


247 


E value 


2.0e-27 


Match length 


94 


% identity 


59 



8225 



NCBI Description (AC007168) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50391 

ssr700555545.hl 

BLASTX 

g2708750 

236 

4.0e-20 

90 

44 

(AC003952) putative physical impedence protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50392 

ssr700555564.hl 

BLASTN 

g3869075 

38 

4.0e-12 

54 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXK3, complete sequence [Arabidopsis thaliana] 

50393 

ssr700555640.hl 

BLASTN 

gl8764 

141 

1.0e-73 

239 

91 

G.max tefSl gene for elongation factor EF-la 



50394 

ssr700555675.hl 

BLASTX 

g4455367 

253 

4.0e-22 
■66 
48 

(AL035524) putative protein [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50395 

ssr700555694.hl 

BLASTN 

g4406529 

219 

1.0e-120 

267 

96 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



Seq. No. 
Seq. ID 



50396 

ssr700555713.hl 



8226 



Method 


BLASTX 


NCBI GI 


g3643608 


BLAST score 


220 


E value 


3. Oe-18 


Match lenath 


66 


% identitv 


70 


NCBI Description 


(AC005395) hypothetical protein [Arabidopsis thaliana 


Sea No 


50397 


Seq. ID 


ssr700555741.hl 


Method 


BLASTN 


NCBI GI 


g2661020 


BLAST score 


201 


E value 


1.0e-109 


Match length 


229 


% identitv 


97 


NCBI Description 


Glvcine max catalase (cat£) mRNA. cnnrnl pfp pd*? 


Sea No 


50398 


Seq, ID 


ssr700555747 .hi 


Method 


BLASTX 


NCBI GI 


g404688 


BLAST score 


167 


E value 


5.0e-12 


Match length 


58 


9; "i H p>ti t" i "h\7 


52 


NCBI Description 


(L19074} cvtochrome P450 rCatharant-hii^ to^ph^I 


>J C • LN \J * 


JU J J J 


Seq. ID 


ssr700555760 hi 


Method 


BLASTX 


NCBI GI 


gl621467 


BLAST score 


369 


E value 


1. 0e-35 


Match length 


88 


% "i dent 1 1 v 


76 


NCBI Descriotion 




Qprr Mo 

kJ ^ VJ • J.N • 


50400 


Seq, ID 


ssr700555793 hi 


Method 


BLASTN 


NCBI GI 


gl69036 


BLAST score 


106 


E value 


1.0e-52 


Match length 


194 


% i dent i t v 


89 


NCBI Description 


P"i Q 1 ITTl =i -f- n Trnm T, ;3 "I Hr^ 1 3 qp rTP^Tna ^ ' omH pHq 
_l o UU.LL oauj. v Lu.lL j_i • o±u.vjxaoc y CLIC f J tSIUJ. uuo 




S040T 

^ U *i VJ J_ 


Seq. ID 


ssr700555795 hi 


Method 


BLASTX 


NCBI GI 


g4138608 


BLAST score 


178 


E value 


1.0e-13 


Match length 


44 


% identity 


80 


NCBI Description 


(AJ010455) glutathione peroxidase [Triticum aestivum] 



8227 



Seq. No. 


50402 


Seq. ID 


ssr700555814.hl 


Method 


BLASTX 


NCBI GI 


g3628757 


BLAST score 


161 


E value 


9.0e-13 


Match length 


72 


% identity 


56 


NCBI Description 


(AF038007) FIC1 


Seq. No. 


50403 


Seq. ID 


ssr700555943.hl 


Method 


BLASTN 


NCBI GI 


g3747088 


BLAST score 


92 


E value 


2.0e-44 


Match length 


150 


% identity 


91 


NCBI Description 


Glycine max NADP 



(IDH1) 



mRNA, complete cds 





50404 


Sea. ID 


ssr700555952 .hi 


Method 


BLASTX 


NCBI GI 


g82200 


BLAST score 


157 


E value 


8.0e-ll 


Match length 


70 


% identity 


47 


NCBI Description 


hypothetical protein 


Seq. No. 


50405 


Seq. ID 


ssr700555987.hl 


Method 


BLASTX 


NCBI GI 


g3176874 


BLAST score 


148 


E value 


1.0e-18 


Match length 


89 


% identity 


56 


NCBI Description 


(AF065639) cucumisin 




thaliana] 


Seq. No. 


50406 


Seq. ID 


ssr700556028.hl 


Method 


BLASTX 


NCBI GI 


g2506139 


BLAST score 


209 


E value 


4.0e-28 


Match length 


92 


% identity 


71 



common tobacco chloroplast 



cucumisin-like serine protease [Arabidopsis 



NCBI Description 



COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) 
(ARCHAIN) >gi_131404 9__emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



(DELTA-COP) 



Seq. No. 
Seq. ID 



50407 

ssr700556037.hl 



8228 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl336081 

157 

4.0e-83 

284 
100 

Glycine max var. Century ascorbate peroxidase 2 
mRNA, complete cds 



50408 

ssr700556076.hl 

BLASTX 

g3879061 

209 

6.0e-17 

91 
58 

(Z50874) cDNA EST yk226g5 
yk260d5.5 comes from this 
from this gene; cDNA EST 
cDNA EST yk421g3.5 comes 
>gi_3 8 7 9 5 9 0_emb_CAA9 0777 
from this gene; cDNA EST 
cDNA EST yk346al0.5 comes 
yk419fl0.5 comes from thi 
from this gene; cDNA EST 



( APx2 ) 



5 comes from this gene; cDNA EST 

gene; cDNA EST yk34 6al0.5 comes 
yk419fl0.5 comes from this gene; 
from this gene; cDNA EST yk. . . 

(Z50875) cDNA EST yk226g5.5 comes 
yk260d5.5 comes from this gene; 

from this gene; cDNA EST 
s gene; cDNA EST yk421g3.5 comes 
yk 



50409 

ssr700556117.hl 

BLASTX 

g!31384 

309 

1.0e-28 

88 
80 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi__20621_emb_CAA33408_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_344004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 1611461A 02 evolving 

complex 33kD protein [Arachis hypogaea] 

50410 

ssr700556205.hl 

BLASTN 

g806807 

74 

1.0e-33 

126 
90 

Pisum sativum chaperonin precursor mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



Seq. No. 



50411 



8229 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ssr700556274.hl 

BLASTX 

g2827710 

237 

4.0e-20 

80 
53 

(AL021684) lysosomal Pro-X carboxypeptidase - like protein 
[Arabidopsis thaliana] 

50412 

ssr700556311.hl 

BLASTX 

g4469014 

142 

5.0e-09 

35 

69 

(AL035602) putative protein [Arabidopsis thaliana] 



50413 

ssr700556360.hl 

BLASTN 

g3033512 

217 

1.0e-119 

264 

96 

Phaseolus vulgaris rubisco activase 
cds 



(Real) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50414 

ssr700556443.hl 

BLASTX 

g2129651 

357 

3.0e-34 

95 

74 

myosin heavy chain ATM2 - Arabidopsis thaliana (fragment) 
>gi_499045__emb_CAA84065_ (Z34292) myosin [Arabidopsis 
thaliana] 

50415 

ssr700556453.hl 

BLASTN 

gl8764 

233 

1.0e-128 

289 

96 

G.max tefSl gene for elongation factor EF-la 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



50416 

ssr700556468.hl 

BLASTX 

g4567269 



8230 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



362 

7.0e-35 

88 

78 

(AC006841) unknown protein [Arabidopsis thaliana] 



50417 

ssr700556518.hl 

BLASTN 

g2253383 

188 

1.0e-101 

188 

100 

Glycine max biotin carboxylase precursor 
complete cds 



(accC-2) mRNA, 



50418 

ssr700556550.hl 

BLASTX 

gl495802 

197 

2.0e-15 

82 
45 

(X96405) 13-lipoxygenase 



[Solanum tuberosum] 



50419 

ssr700556601.hl 

BLASTX 

g2392895 

186 

4.0e-14 

96 
48 

(AF017056) brassinosteroid insensitive 1 [Arabidopsis 
thaliana] 

50420 

ssr700556657.hl 

BLASTN 

g857396 

76 

8.0e-35 

270 

83 

Glycine max mRNA for mitotic cyclin a2-type, complete cds 
50421 

ssr700556665.hl 

BLASTX 

gll4640 

144 

3.0e-19 

78 
65 

ATP SYNTHASE GAMMA CHAIN, 



CHLOROPLAST PRECURSOR 



8231 



# 



>gi_282923_pir S27976 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - garden pea 
>gi_20654_emb_CAA45150_ (X63604) ATP synthase (gamma 
subunit) [Pisum sativum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50422 

ssr700556677.hl 

BLASTX 

g2190548 

254 

3.0e-22 

78 

65 

(AC001229) EST gb_ATTS1121 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50423 

ssr700556687.hl 

BLASTN 

g2905771 

85 

4.0e-40 

115 

98 

Glycine max glyceraldehyde-3 phosphate dehydrogenase 
(GAPDH) mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50424 

ssr700556718.hl 

BLASTN 

g4469002 

35 

3.0e-10 

71 

87 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T29A15 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50425 

ssr700556771.hl 

BLASTX 

g2664200 

162 

2.0e-ll 

86 

41 

(AJ003216) GTL2 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50426 

ssr700556784.hl 

BLASTN 

gl6508 

116 

1.0e-58 

164 

93 

A. thaliana DNA 



for S-adenosylmethionine synthetase gene 



8232 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sam-1 >gi_166871_gb_M55077_ATHSAM A.thaliana 
S-adenosylmethionine synthetase gene, complete cds 

50427 

ssr700556924.hl 

BLASTN 

gl808591 

122 

3.0e-62 

182 

92 

C.arietinum mRNA for SAM-synthetase 
50428 

ssr700556935.hl 

BLASTX 

g2494266 

258 

1.0e-22 

71 

75 

GTP-BINDING PROTEIN LEPA >gi_1653961_dbj_BAA18871_ (D90917) 
LepA [Synechocystis sp.] 

50429 

ssr700557088.hl 

BLASTX 

g2245030 

213 

2.0e-17 

79 

57 

(Z97341) apetala2 domain TINY homolog [Arabidopsis 
thaliana] 

50430 

ssr700557174.hl 

BLASTX 

g294668 

216 

5.0e-18 

50 
86 

(L13242) beta-ketoacyl-ACP synthase [Ricinus communis] 



50431 

ssr700557207.hl 

BLASTN 

g295447 

87 

8.0e-42 

107 

95 

Vigna radiata NADPH cytochrome P45 0 mRNA, 



complete cds 



Seq. No. 
Seq. ID 



50432 

ssr700557285.hl 



8233 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 

g403328 

45 

3.0e-16 

96 
88 

T.repens TrMTIB mRNA for metallothionein-like protein 



50433 

ssr700557314.hl 

BLASTN 

gl70073 

140 

6.0e-73 

193 

94 

Soybean calmodulin 



(SCaM-3) mRNA, complete cds 



50434 

ssr700557315.hl 

BLASTX 

g2511594 

194 

6.0e-22 

65 

85 

(Y13694) multicatalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi_2827525_emb_CAA16533_ (AL021633) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi__3421099 (AF043529) 20S 
proteasome subunit PBA1 [Arabidopsis thaliana] 

50435 

ssr700557324.hl 

BLASTX 

g4539459 

194 

4.0e-15 

40 
82 

(AL049500) putative protein [Arabidopsis thaliana] 



50436 

ssr700557346.hl 

BLASTN 

g217902 

68 

5.0e-30 

231 

83 

Catharanthus roseus cyc07 mRNA, 
50437 

ssr700557349.hl 

BLASTX 

g4415931 



complete cds 



8234 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201 

3.0e-27 

82 

71 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053.1_AC006526J.8 (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50438 

ssr700557377.hl 

BLASTN 

g4406529 

120 

5.0e-61 

238 
88 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

50439 

ssr700557421.hl 

BLASTX 

g2347088 

264 

3.0e-23 

78 

65 

(U72765) non-specific lipid transfer protein PvLTP-24 
[Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



50440 

ssr700557455.hl 

BLASTN 

gll65321 

101 

1.0e-49 

159 

95 

Glycine max extensin 



(SbHRGP3) gene, complete cds 



50441 

ssr700557459.hl 

BLASTX 

gll34882 

398 

5.0e-39 

96 

74 

(Z68291) cysteine protease 
50442 

ssr700557476.hl 

BLASTX 

g3935138 

162 

2.0e-ll 

91 



[Pisum sativum] 



8235 



% identity 

NCBI Description 



37 

(AC005106) T25N20.2 [Arabidopsis thaliana] 



Seq. No. 


50443 


Seq. ID 


ssr700557585.hl 


Method 


BLASTX 


NCBI GI 


g3702340 


BLAST score 


218 


E value 


5.0e-18 


Match, length 


91 


% identity 


51 


NCBI Description 


(AC005397) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


50444 


Seq. ID 


ssr700557651.hl 


Method 


BLASTN 


NCBI GI 


gl70455 


BLAST score 


50 


E value 


2.0e-19 


Match length 


74 


% identity 


92 


NCBI Description 


Tomato heat shock cognate protein 80 gene, 3 1 end 


Seq. No. 


50445 


Seq. ID 


ssr700557659.hl 


Method 


BLASTX 


NCBI GI 


a!498315 




£. _7 \J 


E value 


4.0e-27 


i. J.GL U. *w»l i _L "C- il^-J L>li 


O V 




72 


NCBI Description 


(U56419) IAP100 TPisum sativuml 


Seq. No. 


50446 


Seq. ID 


ssr700557709.hl 


Method 


BLASTX 


NCBI GI 


g2252843 


BLAST score 


260 


E value 


7.0e-23 


Match length 


91 


% ident i t v 


57 


NCBI Description 


(AF013293) No definition line found TArabidon^is thaliana 


Seq. No. 


50447 


Seq. ID 


ssr700557732.hl 


Method 


BLASTX 


NCBI GI 


a2809257 


UJ_l.£T.O J. O ^_»<>J i_ c 


?1 7 


E value 


8.0e-18 


Match length 


84 


% identity 


51 


NCBI Description 


(AC002560) F21B7.26 [Arabidopsis thaliana] 


Seq. No. 


50448 


Seq. ID 


ssr700557735.hl 


Method 


BLASTN 


NCBI GI 


g344003 



8236 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 

3.0e-37 

272 

83 

Pisum sativum mRNA for precursor for 33-kDa protein of 
photosystem II, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50449 

ssr700557738.hl 

BLASTX 

g3335354 

212 

3.0e-17 

91 
52 

(AC004512) This gene is continued from gene F5I14.1 from 
BAC sequence gb_AC001229 from A. thaliana. EST gb_AA585814 
comes from this gene. [Arabidopsis thaliana] 

50450 

ssr700557746.hl 

BLASTX 

g2760830 

322 

4.0e-30 

92 

63 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



50451 

ssr700557786.hl 

BLASTX 

g3288823 

163 

7.0e-12 

63 
49 

(AF063852) FUSS 



[Arabidopsis thaliana] 



50452 

ssr700557893.hl 

BLASTN 

gl8764 

236 

1.0e-130 

272 

100 

G.max tefSl gene for elongation factor EF-la 
50453 

ssr700558310.hl 

BLASTX 

gl402883 

175 

6.0e-13 

91 



8237 



% identity 

NCBI Description 



43 

(X98130) unknown [Arabidopsis thaliana] 
>gi_1495263_emb_CAA66119_ (X97487) orf09 [Arabidopsis 
thaliana] 



Sea No 


50454 


Seq. ID 


ssr700558318 hi 


JLiC Uli'w'Ll 




NCBI GI 


a3540184 




904 


J_j V Ct-L U.C 


f)o-91 
u • uts ^ X 


lid O^aA J- Ull 


84 


% identitv 


25 


NCBI De^p "riot ion 


f AO004 1 ^ S n m "i 1 a t* tn pndnxvl ana^p'? f ATahi Hnri^ "i ^ fhfl 1 i ana 1 


Seq. No. 


50455 


O ~ a X LJ 


<5sr700SS83?9 hi 




RT.ASTX 




y *± oz. ^jo / x 


BLAST qrorp 


133 


E value 


9 Do— 1 ^ 
Z ■ Uc x-J 


ridULIl xeiiyuii 


oo 


0 1UC11L.J. 


67 


NORT np^rri nl - ! on 

JL\ v-* .LJ X U w O > J L k-* L. _l_ V_/ 1 1 


f AF 1 "! 9 fi *3 Q £ \ r* oti "h a i no QiTni1ar , i , t"\7 "ho MdH i r"* a an +■ y*n n nafnl a M7 
\ m. x x u j \j / uui l Laiiio oxiuxxctx luy uvj ricuxoay u l,x u.ii<^cl l. uxct ln / 




nrof^in fC4R*Yl7fi131 rArphi Hnn^i 9 thai ianal 


Seq. No. 


50456 


Qcior TP! 


bsr / uujjojjj .nx 




RT QQTY 
DiifiO 1 A. 


lN^Dx bl 


giZODZDi? 






E value 


z . ue z 4 


jxiaucn xengr.n 


00 


2- -j Hont* i +" \t 
o lUCiltl Ly 


70 
/ u 




1 TT ^ 0 Q (1 f) 1 \m 1 a /to— /SoT^on rloin am on phannol nTnto'l n r ^I'n t n a r 1 1 a 
\UJv JUU/ VU1 Lay C \Mit5^JtSlHJ.^Sll L. ClliXUIl OilCllilltJx piULClll |_ OjJXiiCtOxCl 




r\ 1 OT"aooal 


Seq. No. 


50457 


Qorr TPl 




l v ic LI1CJCJ. 


RT A<5T\7 


LNL-ox bl 


g^i 4u ooz y 


Oxiriu J. aUUIc 


1 ni 


E value 


x . ue — 4 y 


TWT ^ 4~~ /-•» 1 /^k t> 4* r^i 

i v iai.cn Jienycn 


lO X 








prTi a raHi af a TnKi gpd arf"! Trace / Dpa ^ m E? K7 A pH 1 nrAnl a cf evr^Ti 
vxyilcl xclU.xctLci lUJJlbuU dOLlVdoc ^JAOct; XLir\J.Mri/ OIllUIUpiabL. yell 




onpOfi*Lncr rhl otdhI asf r>T*ry1~^'i *n rnmnl pf p pHq 

v?ii^-'WVjixiiy uiiiuiuyiao l yiULCiii/ LUiupxc w\j.o 


Seq. No. 


50458 


Seq. ID 


ssr700558479.hl 


Method 


BLASTX 


NCBI GI 


g3025189 


BLAST score 


211 


E value 


2.0e-17 


Match length 


68 


% identity 


60 


NCBI Description 


HYPOTHETICAL 67.1 KD PROTEIN SLL1770 



8238 



# 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1652753_dbj_BAA17672_ (D90908) ABCl-like [Synechocystis 
sp. ] 

50459 

ssr700558483.hl 

BLASTX 

g3335060 

310 

7.0e-29 

75 

77 

(AF025842) plasma membrane -type calcium ATPase [Arabidopsis 
thaliana] >gi_4468989_emb_CAB38303_ (AL035605) plasma 
membrane-type calcium ATPase (ACA2) [Arabidopsis thaliana] 

50460 

ssr700558535.hl 

BLASTX 

g2443887 

166 

7.0e-12 

57 
58 

(AC002294) Similar to transcription factor 

gb_Z4 6606_1658307 and others [Arabidopsis thaliana] 

50461 

ssr700558542.hl 

BLASTX 

g4218120 

181 

1.0e-13 

35 

94 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50462 

ssr700558549.hl 

BLASTX 

gl854445 

156 

5.0e-23 

68 

85 

(D83971) CPRD14 protein [Vigna unguiculata] 
50463 

ssr700558736.hl 

BLASTN 

g3868852 

44 

1.0e-15 

134 

90 

Vigna radiata ARG8 mRNA for GPI-anchored protein, complete 
cds 



8239 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



50464 

ssr700558742.hl 

BLASTX 

g4539335 

175 

7.0e-13 

99 

34 

(AL035539) putative protein [Arabidopsis thaliana] 
50465 

ssr700558755.hl 

BLASTX 

g4220535 

230 

2.0e-19 

49 

94 

(AL035356) clathrin coat assembly like protein [Arabidopsis 
thaliana] 

50466 

ssr700558793.hl 

BLASTX 

g2244970 

280 

3.0e-25 

72 

72 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi_2326365_emb_CAA74765_ (Y14423) putative cell wall 
protein [Arabidopsis thaliana] 

50467 

ssr700558937.hl 

BLASTN 

g662929 

207 

1.0e-113 

230 

98 

G.max mRNA for heat shock transcription factor 
50468 

ssr700559085.hl 

BLASTX 

g3757521 

162 

2.0e-ll 

56 

55 

(AC005167) unknown protein [Arabidopsis thaliana] 
50469 

ssr700559088.hl 
BLASTX 



8240 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2944178 
389 

5.0e-38 

88 
80 

(AF007778) trehalose-6-phosphate phosphatase [Arabidopsis 
thaliana] 



Seq. No. 


50470 


Seq. ID 


ssr700559103 hi 




RT.A^TN 


NCBI GI 


a3377602 


BLAST score 


33 


E value 


4.0e-09 


Match length 


49 


% identity 


92 


NCBI Description 


Homo sapiens full length insert 


Seq. No. 


50471 


Seq. ID 


ssr700559107.hl 


Method 


BLASTN 


NCBI GI 


g520589 


BLAST score 


170 


E value 


7.0e-91 


Match length 


274 


% identity 


91 


NCBI Description 


Human scr3 mRNA for RNA binding 



>gi_4506448_ref_NM_002898.1_RBMS2_ Homo sapiens RNA binding 
motif, single stranded interacting protein 2 (RBMS2) mRNA 



Seq. No. 


50472 


Seq. ID 


ssr700559108.hl 


Method 


BLASTN 


NCBI GI 


g55538 


BLAST score 


97 


E value 


3.0e-47 


Match length 


150 


% identity 


100 


NCBI Description 


Rat mRNA for zinc (2+) binding protein 


Seq. No. 


50473 


Seq. ID 


ssr700559114.hl 


Method 


BLASTN 


NCBI GI 


gll97179 


BLAST score 


263 


E value 


1.0e-146 


Match length 


278 


% identity 


99 


NCBI Description 


Rattus norvegicus mRNA, complete cds, 


Seq. No. 


50474 


Seq. ID 


ssr700559118.hl 


Method 


BLASTN 


NCBI GI 


g2769255 


BLAST score 


223 


E value 


1.0e-122 


Match length 


279 



8241 



% identity 95 

NCBI Description Mus musculus mRNA for NIPSNAP1 protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50475 

ssr700559119.hl 

BLASTN 

g847784 

243 

1.0e-134 

263 
98 

Rattus norvegicus kinase substrate HASPP28 mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50476 

ssr700559136.hl 

BLASTN 

g204855 

212 

1.0e-116 

284 

94 

Rat (clone RLV124) Ig productively rearranged lambda chain 
mRNA V-J region, partial cds 

50477 

ssr700559137.hl 

BLASTN 

g57681 

279 

1.0e-156 

279 

100 

Rat mRNA for ribosomal protein L17 
50478 

ssr700559138.hl 

BLASTN 

g4153895 

277 

1.0e-154 

277 
100 

Rattus norvegicus mRNA for ribonucleoprotein F, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50479 

ssr700559147.hl 

BLASTN 

g207313 

279 

1.0e-156 

279 
100 

Rat thymosin beta-10 mRNA, complete cds 



Seq. No. 



50480 



8242 



Seq. ID 


ssr700559149.hl 


Method 


BLASTN 


NCBI GI 


g52737 


BLAST score 


118 


E value 


7.0e-60 


Match length 


194 


% identity 


90 


NCBI Description 


Mus musculus mRNA 


Seq. No. 


50481 


Seq. ID 


ssr700559151.hl 


Method 


BLASTN 


NCBI GI 


gl877415 


BLAST score 


280 


E value 


1.0e-156 


Match length 


280 


% identity 


100 


NCBI Description 


Rattus norvegicus 




mRNA, complete cds 


Seq. No. 


50482 


Seq. ID 


ssr700559153.hl 


Method 


BLASTN 


NCBI GI 


g710562 


BLAST score 


276 


E value 


1 . 0e-154 


M^tph 1 pnrrtVi 

1. -LCI V_ri.l Lil 


276 




100 


NCBI Description 


Rattus norvegicus 


Sea No 


50483 


Seq. ID 


ssr700559164 .hi 


Method 


BLASTN 


NCBI GI 


gl395178 


BLAST score 


235 


E value 


1.0e-129 


Match length 


256 


% identity 


97 



MHC class I RTl.Aa alpha-chain precursor 



NCBI Description 



Rattus norvegicus 
complete cds 



mRNA for proteasomal ATPase (MSS1), 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



50484 

ssr700559168, 

BLASTN 

g56497 

244 

1.0e-135 

244 

100 

Rat mRNA for 



hi 



MHC-associated invariant chain gamma 



50485 

ssr700559176.hl 

BLASTX 

g4335760 

159 

4.0e-ll 



8243 



Match, lencrth. 


85 




7 


NCBI Description 


(AC006284) unknown orotein FArabidoosis thalianal 

\ ±>~* v \J \J \J ^ y Ull Jillw I'll -I- \*/ \^ ^ J- 1 1 L ^ -J— tl>«/ *1» K-/ fc— ' J— hJ* L- 1 1 1-1 JL J_ CI 1 1 CI J 




50486 


Seq. ID 


ssr700559193 hi 

W W Am f \J \S *J _/ JL _/ ^ » 111 


Method 


BLASTN 


NCBI GI 


g3164099 


BLAST score 


103 


E value 


6. Oe-51 


Match length 


267 


% i dpnt "i t v 


85 


NCBI Description 


Mus mil senilis V kaooa 8 — 19 cpfip. oaytial 


Sea No 


50487 


Seq. ID 


ssr700559201 hi 


Method 


BLASTN 


NCBI GI 


g3483552 


BLAST score 


265 


"P 1 hp 


1 Oe-147 

X • (JC X / 


Matrh IpTirrth 


P97 


§c i H pti +" i +■ \? 

O lUCliLlLy 


_7 O 


NCBI Description 


Homo sarnpns "Fnl 1 1 print h i rt^prf cDKFA pi nnp 




JU'iOO 




OOX / VJU.J%J_7*i.VJ»J • J. IX 


Method 


BLASTN 


NCBI GI 


g2723485 


BLAST score 


289 


R V3 1 1 ] p 

1_J V Ci J- Ll\^ 


1 Op-1 69 


Match Ipnoth 


289 




i no 

x vj u 


NCBI Description 


Rattus norvpcfini^ npnp "For RAFfiOo c enrol ptp rHq 


Spo No 




Seq. ID 


ssr700559204 hi 


Method 


BLASTX 


NCBI GI 


g3097047 


BLAST score 


276 


E value 


1 . Oe-24 


Match lpnrfth 


86 


O X U.C11 L. _L (— y 




NCBI Descrintion 




JC^a Lit • 




Sea ID 


OOX / J J ^£>U v • 1J.X 


Method 


BLASTN 


NCBI GI 

Li \— JL vJ 7 JL 




BLAST score 


86 


E value 


1.0e-40 


Match ] pnath 


226 


% identity 


85 


NCBI Description 


Mus musculus interferon-inducible protein 203 (Ifi2 




mRNA, complete cds 


Seq. No. 


50491 


Seq. ID 


ssr700559214.hl 



8244 



Method 


BLASTX 


NCBI GI 


g3451240 


BLAST score 


261 


E value 


6.0e-23 


Match 1 pnath 


71 




69 


NCBI Dpqrri nti on 






OuU X CllO J 






Spa ID 


ssr700559223 hi 


Method 


BLASTN 


NCBI GI 


gl490383 


BLAST score 


224 


Hi vai Lit; 




M^i-ph 1 oti 0"h h 


259 


o xu.c;IiLx L,y 




NCBI Descriotion 


R norvpcfirus ttiRNA for* rioo^onia 1 nrntpi n LfS 


Corf No 


R04 


Sea ID 


c ; < ?r70O c 559230 hi 


Method 


BLASTN 


NCBI GI 


g206727 


BLAST score 


234 


F. Vfi 1 IIP 


1 . Oe-129 


M^i 1~ clr\ 1 rri - h 

L 1CL x ~i iy L.11 


^ JO 


S; i rl^nt* "i +■ \7" 


x w u 


NCBI np^rrinfi on 


Rat* T"i hn^nm^l n"rn1~p"irt T.^fi mRNA pmrtnl p1-p pp]^ 


O c: CJ . IN O * 




Spa TD 


O O X / UU J J J f * liX 


Mpthnd 


BLASTN 

UXLTlkJ JL IN 


NCBI GI 


g453280 


BLAST score 


272 


xtz* 1 na 
j— i v ax Lie 


1 Dp-1 Ry> 
X • \J C 1 


M^'tt'Vi 1 Anrri*h 




O X <wi.CLi 1 — l l. _y 




lN\_ox JJCoUIl^llUU 


R no T*Trprr l pn c ( C! r~\ -k* o /ti lQ-Da >^' t ^ yi I^ac otti a ~\ o vot" oi n C 9 ^ 
l\ • liui VcylLUo \, opiay Uc UaWlcy ) x xJJLJovJltLclX piULclil 0__.<^ 


O L4 * IN (J • 




Sea ID 


sqr7nnSS9241 hi 

oox / uu j j j_.li •in 


Mpthori 


BLASTN 


NCBI GI 


g206474 


BLAST score 


226 


E vaIup 

i— i v axuc 


X • \J C X <_. *± 


ua luii icily Lii 


-.OJ 


o XtJ.tiXlL._LUY 


Q4 


TvTPRT Ho apri t\+" t on 

LN^Dl iJCOUi. JLpLxUil 


x\e_ L. L-IiyiLLvJ o Xii JJt_iL.Cl ytrllc ^^Jlxjfto^ r xIlLxUli 


o e cj • in o . 




Spa TO 


OOX /UUJJ J_,U_, tUl 


Method 


BLASTN 


NCBI GI 


g433436 


BLAST score 


211 


E value 


1.0e-115 


Match length 


286 


% identity 


94 



[Homo 



8245 



NCBI Description M.musculus RNPS1 mRNA for RNA/DNA-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50497 

ssr700559270.hl 

BLASTN 

g2769543 

33 

4.0e-09 

73 

88 

Mus musculus cosmid CMX137 containing part of Nsdhl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50498 

ssr700559302.hl 

BLASTN 

g2695712 

296 

1.0e-166 

304 

99 

Rattus norvegicus mRNA for MST2 kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50499 

ssr700559312.hl 

BLASTN 

g639682 

196 

1.0e-106 

196 

100 

Rat MHC class II gene (RT1 . DOa) , exon 2, 3, 4 and 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50500 

ssr700559315.hl 

BLASTN 

g4426564 

295 

1.0e-165 

299 

100 

Rattus norvegicus hfb2 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50501 

ssr700559320.hl 

BLASTN 

g4426612 

149 

2.0e-78 

209 

93 

Mus musculus SLM-1 (Slml) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



50502 

ssr700559323.hl 

BLASTN 

gl255241 

180 



8246 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-97 

276 

91 

Mus musculus lysosomal-associated mult i transmembrane 
protein (LAPTm5) mRNA, complete cds 



50503 

ssr700559324.hl 

BLASTN 

g202884 

280 

1.0e-156 

280 
100 

Rat amphoterin mRNA, 



complete cds 



50504 

ssr700559327.hl 

BLASTN 

g452948 

58 

5.0e-24 

82 

93 

Ul small nuclear ribonucleoprotein 1SNRP homolog [human, 
thyroid associated ophthalmopathy patient, mRNA Partial, 
255 nt] 



50505 

ssr700559330.hl 

BLASTN 

g2564746 

78 

6.0e-36 

78 

100 

Mus musculus X box binding protein- 1 
cds 



(XBP-1) mRNA r complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



50506 

ssr700559331.hl 

BLASTN 

g!107695 

170 

7.0e-91 

290 
90 

H. sapiens mRNA for 218kD Mi-2 protein 

>gi_4557452_ref_NM_001273.1_CHD4_ Homo sapiens chromodomain 
helicase DNA binding protein 4 (CHD4) mRNA 

50507 

ssr700559333.hl 

BLASTX 

g4559351 

241 

I. 0e-20 



8247 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



98 
49 

(AC006585) 



hypothetical protein [Arabidopsis thaliana] 



50508 

ssr700559336.hl 

BLASTN 

gl69090 

100 

4.0e-49 

252 

85 

Pea glyceraldehyde-3-phosphate dehydrogenase 
complete cds 



(GapCl) mRNA, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50509 

ssr700559409.hl 

BLASTN 

g206731 

267 

1.0e-148 

278 

99 

Rattus norvegicus large subunit ribosomal protein L36a 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50510 

ssr700559410.hl 

BLASTN 

g3492891 

70 

4.0e-31 

252 
86 

Homo sapiens chromosome 17, 
sequence [Homo sapiens] 



clone hRPC.62_0_9 / complete 



50511 

ssr700559415.hl 

BLASTN 

g57138 

256 

1.0e-142 

303 
96 

Rat mRNA for ribosomal protein S8 
50512 

ssr700559420.hl 

BLASTX 

g2827495 

127 

3.0e-12 

58 

71 

(AL009196) l-evidence=predicted by content; 
l-method=genefinder; 084; 1-evidence end; 



8248 



II • 

2-evidence=predicted by match; 2-match_accession=AA391048 ; 
2-match_description=LD09991.5prime LD Drosophila 
melanogaster embryo BlueScript Dro 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50513 

ssr700559423.hl 

BLASTN 

g"4454703 

182 

4.0e-98 

237 

95 

Homo sapiens HSPC008 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



50514 

ssr700559433.hl 

BLASTN 

gl88564 

48 

3.0e-18 

80 
90 

Human mitochondrial hinge protein mRNA, complete cds 



50515 

ssr700559436.hl 

BLASTN 

g349088 

172 

3.0e-92 

203 

97 

Rat lysozyme gene exons 1- 



■4, complete cds 



50516 

ssr700559440.hl 

BLASTN 

g206723 

139 

2.0e-72 

225 

91 

Rat ribosomal protein L18 mRNA, complete cds 



50517 

ssr700559449.hl 

BLASTN 

gl69036 

88 

5.0e-42 

168 

88 

Pisum sativum L. 



aldolase gene, 3 1 end cds 



50518 

ssr700559456.hl 
BLASTN 
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NCBI GI 


g57163 


BLAST score 


176 


E value* 


2 . Oe-94 


Matr*h 1 pncrth 


293 


% 1 Hpnt T t \7 

O JL \_i™ 1 1 L- JL jf 


90 


Li N_s ±_> JL 1*/ ^ UV^J- X L. JL \J I i 


Rat (diabptir RR) MHC rla<3<3 TT alnha chain RT1 D alnha In) 

X\d L. y V-l JL CLXJ U LX\y UJJ f L ill V V/XUU O -L JL CI J-m1 Id. V_»± IdJLi i J-\ JL JL • LJ GI JL kJl Id \ LA J 




50519 


Seq. ID 


ssr700559462 .hi 


Method 


BLASTX 


NCBI GI 


g2984292 


BLAST score 


181 


E value 


1. Oe-13 


Match l^ncrth 


76 


% identitv 


50 


NCBI Description 


(AE000771) GTP-binding protein [Aquifex aeolicus] 


Sea No 


50520 
+j \j t+ \j 


Seq. ID 


ssr700559472 .hi 


Method 


BLASTN 


NCBI GI 


g53017 


BLAST score 


37 


F, va 1 i i a 


5 0e-12 


Matr*h 1 f^nrrth 

LJlGLL»\^li JLv^liLJ C-li 


65 






NPRT Hp^rri nti nn 


M tnn^pnl nn V\ n 1 rr^n^ f n y Mv^ hs^i p nrm*! - "i "F n nmn 1 orm^ — 1 / mV^n 1 

1. J. • ILL Li O ^ Li_L LLO ilLky 1 i JL yCliG JL W JL Irly \^ JJCIOXL ILLvJ 1 LI ii^JlLL 1 ^ JL Uvj LiC J- \ il.LL_J.Ll _L 






q^a TO 


^^7*700^^^47^ hi 

OOi 1 \J \J *J *J Z? *± / ~J * IL-L 


Method 


BLASTN 


NCBI GI 


g57134 


BLAST score 


274 


Hi v d x Lit; 


1 0o-1 

J. • utr IJJ 


Matph 1 eanrri~n 

J. JLGL L, \^ 1 1 XullU Lil 


288 


$C "I Hf^TJ t" "1 "l~\7 
o 1UC11L1 *""Jf 




NCRT npQpT"inti on 

I-H V«r J—) JL L/^iSOX J>L* L, J.U11 


Raf ttiRNA f nr ri hn^oTripl rj-rn , t"P'! n Q /I 

XA.CL L. iLLi\.iNiT. 1U1 J — LUUO VJiLLCi JL JL \J L, C JL 1 1 O 'i 


Sea No 


50522 


Seq. ID 


ssr700559474 hi 


Method 


BLASTN 


NCBI GI 


a4097872 


BLAST score 


144 


E value 


2.0e-75 


M^tr'H 1 on n"i~ n 
lid uoii iciiy Lii 


900 

U KJ 


2: t Hpnf- "i i~\7 


Zf o 




L ILi O lLLU.oOLi.XLlO L. X ClilOJLCL L, JL LJ11 _LilJ_ L. _L a. L. J- Wi i laLfLUI clT J ^J t ± < ± 1LL£\1N-^1/ 




v_, UiL L LJ 1C LC LUO 




JUJZ, J 


Sea ID 


ssr700559485 hi 


Method 


BLASTN 


NCBI GI 


g3779239 


BLAST score 


60 


E value 


3.0e-25 


Match length 


167 


% identity 


85 


NCBI Description 


Homo sapiens zinc finger protein (MBLL) mRNA, complete cds 
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II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50524 

ssr700559492.hl 

BLASTN 

g57120 

272 

1.0e-152 

286 
99 

R.norvegicus mRNA for ribosomal protein L37 
>gi_1839336_gb_S79981_S79981 ribosomal protein L37 
myoblast L6 cells, mRNA Partial, 366 nt] 



[rats, 



50525 

ssr700559493.hl 

BLASTN 

g53017 

120 

4.0e-61 

220 
88 

M.musculus mbhl gene for Myc basic motif homologue-1 



(mbhl) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50526 

ssr700559517.hl 

BLASTN 

gl277163 

226 

1.0e-124 

262 

97 

Glycine max cysteine proteinase inhibitor mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50527 

ssr700559523.hl 

BLASTN 

g4406529 

236 

1.0e-130 

284 

96 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50528 

ssr700559571.hl 

BLASTX 

g3367519 

272 

3.0e-24 

90 

61 

(AC004392) Contains similarity to gb_U51898 
Ca2+-independent phospholipase A2 from Rattus norvegicus , 
[Arabidopsis thaliana] 



Seq. No. 



50529 



8251 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



ssr700559574.hl 

BLASTN 

g632721 

54 

1.0e-21 

142 
85 

psaEa=photosystem 
leaves, inRNA, 648 



I subunit PSI-E [Nicotiana sylvestris, 
nt] 



50530 

ssr700559613.hl 

BLASTX 

g2829871 

208 

8.0e-17 

65 
71 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 



50531 

ssr700559625.hl 

BLASTN 

gl70043 

223 

1.0e-122 

290 

100 

Soybean phytoene desaturase mRNA, 



complete cds 



50532 

ssr700559642.hl 

BLASTN 

g2463568 

45 

2.0e-16 

52 

98 

Glycine max mRNA for squalene synthase, complete cds 
50533 

ssr700559687.hl 

BLASTX 

g2894612 

204 

2.0e-16 

65 
55 

(AL021889) putative protein [Arabidopsis thaliana] 
50534 

ssr700559705.hl 

BLASTX 

g2244804 

197 

2.0e-15 

60 



8252 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(Z97336) Ste20-like kinase homolog [Arabidopsis thaliana] 



50535 

ssr700559716.hl 

BLASTX 

g3643090 

245 

4.0e-21 

83 
57 

(AF075582) protein phosphatase-2C; 
crystallinum] 



PP2C [Mesembryanthemum 



50536 

ssr700559721.hl 

BLASTX 

gl24429 

253 

5.0e~22 

85 

66 

37 KD CHLOROPLAST INNER ENVELOPE MEMBRANE PROTEIN PRECURSOR 

(E37) >gi_99543_pir S14409 membrane protein, 37K, 

precursor, chloroplast inner envelope - spinach 
>gi_21228_emb_CAA40283_ (X56963) 37 kD inner envelope 
membrane polypeptide [Spinacia oleracea] 

50537 

ssr700559755.hl 

BLASTX 

g2760839 

236 

4.0e-20 

60 

73 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
50538 

ssr700559776.hl 
BLAST N 
g975632 
63 

5.0e-27 

147 

86 

Pumpkin mRNA for glyoxysomal citrate synthase, complete cds 
50539 

ssr700559787.hl 

BLASTX 

gl33447 

153 

3.0e-10 

52 

62 

DNA-DIRECTED RNA POLYMERASE BETA" CHAIN 



8253 



# 



>gi_81957_pir S07137 DNA-directed RNA polymerase (EC 

2.7.7.6) beta' -2 chain - garden pea chloroplast (fragment) 
>gi_829325_emb_CAA27545_ (X03912) ORF with large areas of 
homology to RNA polymerase subunit beta [Pisum sativum] 



Seq. No. 50540 

Seq. ID ssr700559859.hl 

Method BLASTN 

NCBI GI g3378649 

BLAST score 93 

E value 6.0e-45 

Match length 193 

% identity 87 

NCBI Description M.sativa mRNA translated from abscisic activated gene 

Seq. No. 50541 

Seq. ID ssr700559888.hl 

Method BLASTN 

NCBI GI gl8764 

BLAST score 282 

E value 1.0e-157 

Match length 282 

% identity 100 

NCBI Description G.max tefSl gene for elongation factor EF-la 

Seq. No. ' 50542 

Seq. ID ssr700559905.hl 

Method BLASTX 

NCBI GI g2618698 

BLAST score 189 

E value 6.0e-16 

Match length 58 

% identity 84 

NCBI Description (AC002510) unknown protein [Arabidopsis thaliana] 

Seq. No. 50543 

Seq. ID ssr700559952.hl 

Method BLASTX 

NCBI GI g4406530 

BLAST score 138 

E value 7.0e-09 

Match length 46 

% identity 63 

NCBI Description (AF126870) rubisco activase [Vigna radiata] 

Seq. No. 50544 

Seq. ID ssr700559987.hl 

Method BLASTX 

NCBI GI g4454467 

BLAST score 308 

E value 4.0e-34 

Match length 95 

% identity 73 

NCBI Description (AC006234) unknown protein [Arabidopsis thaliana] 

Seq. No. 50545 

Seq. ID ssr700559988.hl 
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Mpthoti 


BLASTX 


NCBI GI 


g2213586 


BLAST score 


296 


E value 


4. Oe-27 


Match 1 pna1"h 


80 


% identity 


70 


NCBI Description 


(AC000348) T7N9.6 [Arabidopsis thaliana 




50546 


Sea. ID 


ssr700560001.hl 


Mpt hnH 


BLASTX 


NCBI GI 


g4263787 


BLAST score 


205 


F* T7al np 

Hi V d-L LLC 


1 . Oe-16 


Matph 1 pncrth 


49 


2r T Hon t" "1 f" V 


78 


NCBI Description 


(AC006068) unknown protein [Arabidopsis 


Spa Nn 


50547 


Sea ID 


ssr700560034 hi 


Mpfhod 


BLASTX 


NCBI GI 


a2289003 


BLAST score 


129 


E value 


2.0e-09 


Match length 


52 


% "i (ipnt ifv 


53 


L\ ^ U -L i_> >3 O ^ J 1- Y-s L. -1- vll 


f APfl 02 "3 ^ ^ TTiPiTthTanp t Tan ciTmyt pt Dl "i ^nl 




thai i Ana 1 




JU o 




ssr700 E 560114 hi 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


169 


E valup 

.1—1 V t-i -1- L-A 


3 Oe-90 


Match Ipnath 


256 






NCBI Description 


G.itiax tefSl gene for elongation factor 




_/ V/ *J *I ^ 


Seq. ID 


ssr700560135 hi 


Method 


BLASTX 


NCBI GI 


g3096949 


BLAST score 


229 


E value 


2.0e-26 


Match length 


74 


% identity 


79 



NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi__3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 

50550 

ssr700560157.hl 

BLASTX 

g4218011 

191 

9.0e-15 



8255 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 
78 

(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi__4309721_gb_AAD154 91_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 

50551 

ssr700560213.hl 

BLASTX 

g2961357 

350 

2.0e-33 

94 

69 

(AL022140) putative protein [Arabidopsis thaliana] 
50552 

ssr700560242.hl 

BLASTN 

g4101472 

70 

3.0e-31 

154 

88 

Arabidopsis thaliana K efflux antiporter KEA1 mRNA, 
complete cds 



Seq. No. 


50553 


Seq. ID 


ssr700560258.hl 


Method 


BLASTX 


NCBI GI 


g3510258 


BLAST score 


149 


E value 


7.0e-10 


Match length 


87 


% identity 


41 


NCBI Description 


(AC005310) hypothetical 


Seq. No. 


50554 


Seq. ID 


ssr700560260.hl 


Method 


BLASTX 


NCBI GI 


g2160692 


BLAST score 


361 


E value 


1.0e-34 


Match length 


92 


% identity 


75 


NCBI Description 


(U73527) B' regulatory 




thaliana] 


Seq. No. 


50555 


Seq. ID 


ssr700560274.hl 


Method 


BLASTX 


NCBI GI 


gl31384 


BLAST score 


321 


E value 


5.0e-30 


Match length 


93 


% identity 


78 



NCBI Description OXYGEN -EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 



8256 



SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_eirib_CAA33408_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_344004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 1611461A 02 evolving 

complex 33kD protein [Arachis hypogaea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50556 

ssr700560292.hl 

BLASTN 

g344003 

83 

6.0e-39 

279 

83 

Pisum sativum mRNA for precursor for 33-kDa protein of 
photosystem II, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50557 

ssr700560301.hl 

BLASTX 

glll7793 

340 

3.0e-32 

96 

64 

(U24232) lipoxygenase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50558 

ssr700560305.hl 

BLASTX 

g2496789 

199 

1.0e-15 

77 
51 

1-DEOXY-D-XYLULOSE 5-PHOSPHATE REDUCTOISOMERASE (DXP 
REDUCTOISOMERASE) >gi_1001556_dbj_BAA10183_ (D64000) 
hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



50559 

ssr700560437.hl 

BLASTX 

g4454042 

365 

4.0e-35 

97 

71 

(AL035394) putative protein [Arabidopsis thaliana] 
50560 

ssr700560454.hl 

BLASTN 

g2317899 

267 
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E value 


1.0e-149 


Match length 


283 


% identity 


99 


NCBI Description 


Glycine max Sali3-2 mRNA 


Qprr Nfo 

CT • LH\J • 


*J \J *J \J X 


Seq. ID 


ssr700560484 .hi 


Method 


BLASTX 


NCBI GI 


g22491 


BLAST score 


151 


E value 


4.0e-10 


Match length 


91 


% identity 


30 


NCBI Description 


(X01380) ORF2 [Zea mays] 


»-J ~ • Li KJ • 




Seq. ID 


ssr700560513 hi 


Method 


BLAST N 


NCBI GI 


gl055367 


BLAST score 


178 


E value 


1.0e-95 


Match length 


240 


% identity 


94 


NCBI Description 


Glycine max ribulose-1, 5- 



subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50563 

ssr700560541.hl 

BLASTX 

g3643085 

148 

1.0e-09 

64 

47 

(AF075580) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50564 

ssr700560550.hl 

BLASTN 

gl2178 

153 

1.0e-80 

295 

90 

Pea chloroplast rp!36 (partial), rpsll, rpoA, and petD 
(partial) genes for ribosomal proteins L36 and Sll, RNA 
polymerase alpha subunit, and cytochrome bf complex subunit 
IV 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



50565 

ssr700560615.hl 

BLASTN 

gl9280 

76 

9.0e-35 
147 



8258 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

L.esculentum mRNA for enolase 
50566 

ssr700560664.hl 

BLASTN 

gl69974 

138 

9.0e-72 

280 
89 

Glycine max vspA gene, complete cds 
50567 

ssr700560684.hl 

BLASTN 

gl518539 

223 

1.0e-122 

231 

99 

Glycine max UDP-glucose dehydrogenase mRNA, complete cds 
50568 

ssr700560690.hl 

BLASTN 

g344003 

45 

3.0e-16 

139 
86 

Pisum sativum mRNA for precursor for 33-kDa protein of 
photosystem II, complete cds 



Seq. No. 


50569 


Seq. ID 


ssr700560704.hl 


Method 


BLASTX 


NCBI GI 


g2809237 


BLAST score 


179 


E value 


3.0e-13 


Match length 


63 


% identity 


59 


NCBI Description 


(AC002560) F21B7 


Seq, No. 


50570 


Seq. ID 


ssr700560716.hl 


Method 


BLASTX 


NCBI GI 


g3298539 


BLAST score 


164 


E value 


2.0e-14 


Match length 


88 


% identity 


52 


NCBI Description 


(AC004681) NPK1- 




thaliana] 



F21B7.6 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



50571 

ssr700560825.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g3860319 

142 

5.0e-09 

50 

62 

(AJ012686) 



nucleolar protein [Cicer arietinum] 



50572 

ssr700560828.hl 

BLASTX 

g2565010 

167 

6.0e-12 

37 

78 

(AC002983) putative microf ibril-associated protein 
[Arabidopsis thaliana] >gi_3377811 (AF07 6275) contains 

similarity to ATP synthase B/B 1 (Pfam: ATP-synt_B.hmm, 

score: 11.71) [Arabidopsis thaliana] 

50573 

ssr700560911.hl 

BLASTX 

g3935183 

286 

5.0e-26 

94 

62 

(AC004557) F17L21.26 [Arabidopsis thaliana] 
50574 

ssr700560950.hl 

BLASTN 

g4406529 

178 

1.0e-95 

254 

93 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

50575 

ssr700561004.hl 

BLASTX 

g2444176 

202 

4.0e-16 

87 

52 

(U94782) unconventional myosin [He-lianthus annuus] 
50576 

taw700654356.hl 

BLASTX 

g2500354 

284 



8260 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



9.0e-26 

61 

80 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_1902894__dbj_BAA19462_ 
(AB001891) QM family protein [Solanum melongena] 

50577 

taw700654388.hl 

BLASTX 

g2864609 

191 

7.0e-15 

70 
59 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi_4049337_emb_CAA22562_ (AL034567) putative protein 
[Arabidopsis thaliana] 

50578 

taw700654438.hl 

BLASTX 

g2160188 



tsitAbi score 


o n q 

zuy 


E value 


c r\~. -i *"7 

o . ue — l / 


Match length 


Q A 


% identity 


/ Ok 


NCBI Description 


(Aouuuxozj bimnar zo vicia sucrose transport 




(go zyj / /4) . LAraDiaopsis tnaiianaj 


oc(|* 1N(_>. 




Seq. ID 


taw700654466.hl 


Method 


BLASTX 


NCBI GI 


g4455246 


BLAST score 


158 


E value 


5.0e-ll 


Match length 


79 


% identity 


46 


NCBI Description 


(AL035523) putative protein [Arabidopsis thai 


Seq. No. 


50580 


Seq. ID 


taw700654727.hl 


Method 


BLASTX 


NCBI GI 


g3337367 


BLAST score 


149 


E value 


5.0e-10 


Match length 


50 


% identity 


54 


NCBI Description 


(AC004481) hypothetical protein [Arabidopsis 


Seq. No. 


50581 


Seq. ID 


taw700654861.hl 


Method 


BLASTX 


NCBI GI 


g4468804 


BLAST score 


122 


E value 


5.0e-14 


Match length 


80 


% identity 


51 



8261 



NCBI Description 


(AL035601) putative protein [Arabidopsi 


Seer. No. 


50582 


Seq. ID 


taw700654869.hl 


Method 


BLASTX 


NCBI GI 


gl66410 


BLAST score 


122 


E value 


8.0e-16 


Match length 


50 


% identity 


86 


NCBI Description 


(L07291) Alfin-1 [Medicago sativa] 


Sea No 


50583 


Seq. ID 


taw700654923.hl 


Method 


BLASTN 


NCBI GI 


g!6508 


BLAST score 


66 


E value 


7.0e-29 


Match length 


158 


% identity 


85 


NCBI Description 


A. thaliana DNA for S-adenosylmethionine 



sam-1 >gi_166871_gb_M55077__ATHSAM A.thaliana 
S-adenosylmethionine synthetase gene, complete 



cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



50584 

taw700654976.hl 

BLASTX 

g2129752 

156 

1.0e-10 

50 

46 

thioredoxin - Arabidopsis thaliana >gi_992964_emb_CAA84612_ 
(Z35475) thioredoxin [Arabidopsis thaliana] 

50585 

taw700655052.hl 

BLASTX 

g2911059 

416 

3.0e-41 

87 
87 

(AL021961) putative protein [Arabidopsis thaliana] 
50586 

taw700655091.hl 

BLASTX 

g4467128 

312 

4.0e-29 

82 

68 

(AL035538) putative protein [Arabidopsis thaliana] 
50587 

taw700655136.hl 



8262 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g3334349 

142 

2.0e-09 

52 

58 

GLYCYL-TRNA SYNTHETASE (GLYCINE — TRNA LIGASE) (GLYRS) 
>gi_2564215_emb_CAA05162_ (AJ002062) glycyl-tRNA synthetase 
[Arabidopsis thaliana] 

50588 

taw700655188.hl 

BLASTX 

gl709990 

144 

1.0e-09 

40 
70 

60S RIBOSOMAL PROTEIN L35A 
50589 

taw700655215.hl 

BLASTN 

gl304226 

108 

5.0e-54 

196 

89 

Soybean mRNA for epoxide hydrolase, complete cds 



50590 

taw700655263.hl 

BLASTN 

gl70025 

111 

1.0e-55 

247 

91 

Soybean malate synthase 



(MS) mRNA, 3' end 



50591 

taw700655287.hl 

BLASTN 

g2970050 

35 

2.0e-10 

95 

84 

Vigna radiata mRNA for ARG10, complete cds 
50592 

taw700655306.hl 

BLASTX 

g3128177 

177 

4.0e-22 
78 



8263 



II 



% identity 

NCBI Description 



73 

(AC004521) 



unknown protein [Arabiciopsis thaliana] 



Seq. No. 50593 

Seq. ID taw700655319.hl 

Method BLASTX 

NCBI GI g2982432 

BLAST score 178 

E value 2.0e-13 

Match length 56 

% identity 64 

NCBI Description (AL022224) putative protein [Arabidopsis thaliana] 

Seq. No. 50594 

Seq. ID taw700655349.hl 

Method BLASTX 

NCBI GI g2854153 

BLAST score 150 

E value 3.0e-10 

Match length 68 

% identity 46 

NCBI Description (AF045640) No definition line found [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50595 

taw700655351.hl 

BLASTN 

g296444 

135 

4.0e-70 

239 

89 

G.max ADR6 mRNA 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50596 

taw700655495.hl 

BLASTX 

g3402749 

197 

1.0e-15 

67 

49 

(AL031187) putative protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50597 

taw700655516.hl 

BLASTX 

g3123209 

311 

5.0e-29 

82 

74 

ELONGATION FACTOR G, MITOCHONDRIAL 1 PRECURSOR (MEF-G-1) 

>gi_2119928_pir S61642 translation elongation factor G, 

mitochondrial - yeast (Saccharomyces cerevisiae) 
>gi_118128 9_emb_CAA64315_ (X94 607) Mefl protein 
[Saccharomyces cerevisiae] >gi_1360422_emb_CAA97626_ 



8264 



(Z73241) ORF YLR069c [Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50598 

taw700655557.hl 

BLASTN 

g2970653 

123 

6.0e-63 

199 

90 

Vigna unguiculata ferritin subunit cowpea2 precursor, mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50599 

taw700655630.hl 

BLASTN 

gl055367 

168 

7.0e-90 

183 

98 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50600 

taw700655668.hl 

BLASTX 

g2500354 

327 

8.0e~31 

81 

79 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_1902894_dbj_BAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50601 

taw700655773.hl 

BLASTX 

g4468812 

197 

1.0e-15 

50 
68 

(AL035601) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50602 

taw700655783.hl 

BLASTX 

g3176669 

134 

5.0e-16 

64 

70 

(AC004393) End 



is cut off. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



50603 

taw700655801.hl 



8265 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

BLASTX 

g4105798 

353 

8.0e-34 

87 

59 

(AF049930) PGP237-11 




[Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50604 

taw700655806.hl 

BLASTN 

g560790 

240 

1.0e-132 

263 

98 

Human mRNA for calgizzarin, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50605 

taw700655828.hl 

BLASTN 

g498907 

32 

1.0e-08 

74 

88 

Pisum sativum ribosomal protein L34 homolog 
complete cds 



(RPL34) mRNA, 



Seq* No. 50606 

Seq. ID taw700655882.hl 

Method BLASTX 

NCBI GI g3201680 

BLAST score 138 

E value 1.0e-08 

Match length 69 

% identity 46 

NCBI Description (AF060941) extra-large G-protein [Arabidopsis thaliana] 

Seq. No. 50607 

Seq. ID taw700655993.hl 

Method BLASTX 

NCBI GI gl903034 

BLAST score 288 

E value 3.0e-26 

Match length 81 

% identity 68 

NCBI Description (X94625) amp-binding protein [Brassica napus] 



Seq. No. 50608 

Seq. ID taw700656031.hl 

Method BLASTX 

NCBI GI g3914472 

BLAST score 250 

E value 9.0e-22 

Match length 60 

% identity 80 



8266 




NCBI Description PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi_322764_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22669_emb_CAA4 9693_ (X70088) NtpIIlO [Nicotiana 
t aba cum] 



Seq. No. 


50609 


Seq. ID 


taw700656084 .hi 


Method 


BLASTN 


NCBI GI 


al675195 


BLAST score 


74 


F. va 1 

J— i V d -L 


9 . 0e-34 






% identity 


91 


NCBI Description 


Pisum sativum (clone 




complete cds 




50610 


Seq. ID 


L.CLW / UUUJU J6i, . 11 JL 


Lie LilUkJ. 




NCBI GI 


a560150 

y *J v> \J -L *J W 






E value 




Ma 1~ fh 1 on rr+" n 


74 


S; -J HpTl"h 1 +* V 


54 


NCBI Description 


(X74772) SF16 orotein 


Seq. No. 


50611 


Seq. ID 


taw700656402.hl 


Method 


BLASTX 


NCBI GI 


g322750 


BLAST score 


199 


E value 


1.0e-19 


Match length 


81 


% identity 


77 


NCBI Description 


ubiquitin / ribosomal 



-3) callus protein P23 mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 



50612 

taw700656422.hl 

BLASTN 

g303900 

236 

1.0e-130 

264 

25 

Soybean gene for ubiquitin, 



complete cds 



50613 

taw700656559.hl 

BLASTN 

g2815245 

53 

4.0e-21 

101 

88 

C.arietinum mRNA for class 



I type 2 metallothionein (clone: 



8267 



CanMT-2) 





50614 


S^a ID 


taw700656574 .hi 


Method 


BLASTX 


NCBI GI 


g!117778 


BLAST score 


119 


TP va 1 iip 


1 . Oe-12 


fiaLLll XCJIiy L1I 


O J 


S; -i riprtt 1 1* v 

O -1— VyC v3 11 Lp± l — y 


51 




^UT^JUU) *i W U IX1UC1.I CI 




si y cij.xvjxiixz.uii j 


Q^srr Mo 


50615 


Seq. ID 


taw700656578.hl 


Method 


BLASTN 


NCBI GI 


cr2055227 


Diiflu 1 oUUI C 


199 


Lj V ClX LLC 


i Oft 


Msrph 1 pnnth 


259 


^ xu.t;in-x uy 


Zf 


MfR T Hacprinfinn 
1NL/DX UcoLIipilUIi 


CZ1 T7on no ma y m RT\7Z\ f at* 
\3 X. y \_*xiic! iLici a iur\LNri iui 


O ~ kJ • IN KJ • 


50616 


Seq. ID 


taw700656810,hl 


Method 


BLASTN 


LNU.DX OX 




score 




£j VdXUe 


0 • Uc 14 




1 no 

iuy 


% identity 


QA 


jnljdi uescx lp uion 


/iraDiQopsis Lnaiiaiid 


Qprr Nn 


50617 


Seq. ID 


taw700656855.hl 


Method 


BLASTN 


NPRI f^T 


y jiuj / j 


JDXxrt.0 1 D^UIC 


X J o 


E value 


X a KJ c O O 


Match 1 print h 


280 


o HJ.t;Ii L.X l.y 




KT^pj T Flo ofr"! T"i+" "i on 


(^1 -tTp-i no msv nnHn 1 i n — 

U±y U±ilC ULCl A UUUUIXll 


Sea No 


50618 


Seq. ID 


taw700656940.hl 


Method 


BLASTN 


MPDT (IT 




DT ACT oo-ovo 




E value 


x . ue XU y 


Match length 


257 


% identity 


95 


NCBI Description 


Homo sapiens cosmid 


Seq. No. 


50619 


Seq. ID 


taw700657072.hl 


Method 


BLASTX 


NCBI GI 


g3559816 



complete cds 



complete cds 



8268 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



251 

6.0e-22 

81 

65 

(Y15782) transketolase 2 [Capsicum annuum] 



50620 

taw700657119.hl 

BLASTN 

gl236948 

228 

1.0e-125 

260 

97 

Glycine max lipoxygenase L-5 



(vlxB) mRNA, complete cds 



50621 

taw700657154.hl 

BLASTN 

g559854 

214 

1.0e-117 

238 

98 

Human transcription factor IL-4 Stat mRNA, complete cds. 
>gi_4507258_ref_NM_003153. 1_STAT6_ Homo sapiens signal 
transducer and activator of transcription 6, interleukin-4 
induced (STAT 6) mRNA >gi_1824256_gb_I334 65_I334 65 Sequence 
1 from patent US 5591825 >gi_3209783_gb_I814 86_I814 8 6 
Sequence 1 from patent US 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



50622 

taw700657170.hl 

BLASTN 

g2076716 

255 

1.0e-141 

255 
100 

Human glutathione S-transferase 



(Plb) mRNA, complete cds 



50623 

taw700657216.hl 

BLASTN 

gl70091 

241 

1.0e-133 

266 

99 

Glycine max vegetative storage protein 
complete cds 

50624 

taw700657234.hl 

BLASTX 

g4335773 

228 



(vspB) gene, 



8269 



F. value 


2. Oe-19 


Matnh 1 print h 


64 


§- i Honi* *i 1* v 
o _l ncn < — »- *~ _y 


75 


NPRT DpQpriDtion 

LV\^±-> -L. WCJvJ C w± A 


(AC006284) unknown protein [Arabidopsis 


o c L£ • IN KJ ■ 


*j \j \j •j 


Seq. ID 


taw700657243 .hi 


Method. 


BLASTX 


NCBI GI 


g4006887 


BLAST score 


316 


E value 


2 . Oe-29 


Matnh 1 pnntrt 


77 


§r T Hp"Tl+" 1 t"\7 


73 


NCBI Description 


(Z99708) putative protein [Arabidopsis * 


Oc^. l\ \J * 


JUUiU 


Sea ID 


taw700657310 hi 






NCBI GI 


gl8764 


BLAST score 


62 


TT va 1 HP 


1 . Oe-26 


TV! a +* f Vi 1 on rT"h Vi 
rudLLsii xtsny uii 


lift 

no 




o o 


NTPRT n<^*^r , T~i T\~V "i nn 


fl TYiav -h 0 -F Q 1 rtpnp "For* pi r\T\ rr^i t" i nn fa pfnr 
o • iLicii\ Lcioi y cue iui ci. uny o l.-l^ii lauuui 


oeq» lnu • 


Rfi COT 


O <C- • -L U 


taw700657326 hi 






i, 1 * *w J_J J. vj _L. 


a2305222 


BLAST score 


183 


E value 


4.0e-14 


Liu luii icuy Lll 


46 




72 




f AF01 9 (1ft nhpnvlsl anvl rRNA dvnfhpf^qp 
^nr uii.uo j| LJiicxi_y -LcL-Lctii_Y J. L.r\LNr^. 11 L11C LaoC 




mplanocra st pr 1 








taw700657347 hi 


Method 


BLASTX 


NCBI GI 


g3600032 


BLAST score 


192 


E value 


4.0e-15 


Match length 


49 


% identity 


78 



NCBI Description 



(AF080119) contains similarity to tropomyosin (Pfam: 
Tropomyosin. hmm, score: 14.57) and ATP synthase (Pfam: 
ATP-synt^B.hmm, score: 10.89) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50629 

taw700657366.hl 

BLASTX 

g2651316 

203 

2.0e-16 

51 

73 

(AC002336) unknown protein [Arabidopsis thaliana] 



8270 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50630 

taw700657388.hl 

BLASTN 

gl8551 

114 

1.0e-57 

182 

92 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50631 

taw700657412.hl 

BLASTN 

g3212846 

50 

2.0e-19 

184 

83 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

50632 

taw700657418.hl 

BLASTX 

g2832357 

155 

1.0e-10 

45 

67 

(Y14071) HMG protein [Arabidopsis thaliana] >gi_3068715 
(AF04 9236) unknown [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50633 

taw700657448.hl 

BLASTN 

gl304226 

85 

3.0e-40 

129 

92 

Soybean mRNA for epoxide hydrolase, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50634 

taw700657487.hl 

BLASTX 

g4558462 

230 

1.0e-19 

53 

87 

(AF079404) cell cycle switch protein [Medicago sativa 
subsp. X varia] 



Seq. No. 
Seq. ID 



50635 

taw700657519.hl 



8271 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



BLASTX 
g3193315 
238 

2.0e-20 
83 
59 

(AF069299) 

Ra [Arabidopsis thaliana] 



contains similarity to transcriptional activator 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50636 

taw700657564.hl 

BLASTN 

g21004 

57 

1.0e-23 

109 

91 

French Bean mRNA for plastid-located glutamine synthetase 
(EC 6.3.1.2) 



Seq. No. 


ouoo / 


Seq. ID 


taw700657664 .hi 


Method 




VTpDT PT 

LML/J3± bl 


gi / 1UD4 D 


dlaoi score 


one 


E value 


£ • ue— zo 


Match length 


65 


% identity 


89 


NCBI Description 


60S RIBOSOMAL PROTEIN L36 >gi_1276967 (U47095) putative 




ribosomal protein [Daucus carota] 


Seq. No. 


50638 


Seq. ID 


taw700657667.hl 


Method 


BLASTX 


NCBI GI 


g3582328 


BLAST score 


209 


E value 


5.0e-17 


Match length 


79 


% identity 


47 


NCBI Description 


(AC005496) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


50639 


Seq. ID 


taw700657720.hl 


Method 


BLASTX 


NCBI GI 


g4049401 


BLAST score 


331 


E value 


3.0e-31 


Match length 


84 


% identity 


74 


NCBI Description 


(AJ131580) glutathione transferase At GST 10 [Arabidopsis 




thaliana] 



Seq. No. 50640 

Seq. ID taw700657753.hl 

Method BLASTN 

NCBI GI g2304954 

BLAST score 24 9 



8272 



E value 


1.0e-138 


Match lenath 


249 


% \ Hpnt it" v 


100 


NCBI Description 


Glycine max aluminum induced sali5-4a mRNA, complete cds 


Seq. No. 


50641 


Seq. ID 


taw700657794.hl 


Method 


BLASTN " 


NCBI GI 


g439856 


BLAST score 


142 


E value 


3.0e-74 


Match lencrth 


222 


9\ i rlpnr i 1~ v 


91 


NCBI Description 


Glycine max Williams 82 lipoxygenase mRNA, complete cds 


Sea. No. 


50642 


Seq. ID 


taw700657806.hl 


Method 


BLASTX 


NCBI GI 


g3335378 


BLAST score 


162 


E value 


2.0e-ll 


Matph 1 pnath 


43 


$; i Hpnt" "i t v 


70 


NPRT npcirrinf"! nn 

IN JD J. UCOk^J L£J L. -LvJll 


/ACOO^OPFM Mvb— related transcriotion activator TArabidoDsis 




thalianal 


Qprr Mn 

O • • 


50643 


Sea ID 


taw700657811 .hi 




BLASTN 


NCBI GI 


a 3449331 


BLAST score 


47 


E value 


1.0e-17 


Matr*h 1 pnath 


115 


8; -4 H £*Tk "I - "1 +* \/ 

O 1UCI1 L. _l u_y 






Arahi dnnsi s thai i ana rrpnoTtii c DNA. phroTno^oinp 5- PI clone: 




MNC17, complete sequence [Arabidopsis thaliana] 


Sea No 


50644 


Seq. ID 


taw700657947 .hi 


Method 


BLASTN 


NCBI GI 


gl277163 


BLAST score 


240 


1 no 


1 Oe-132 




240 




100 


NPRT Dp s r 1 ti r>t* i on 


Glvrinp max cvsteinp Droteinase inhibitor mRNA, oartial cds 


Spa No 


50645 


Seq, ID 


taw700658012 .hi 




RT.ASTX 


NCBI GI 


al076942 


BLAST score 


216 


E value 


9.0e-18 


Match length 


82 


% identity 


51 


NCBI Description 


mannosyl-glycoprotein endo-beta-N-acetylglucosaminidase (EC 




3.2.1.96) precursor - yeast (Candida albicans) >gi_432354 



8273 



(L2648&) hexosaminidase [Candida albicans] 



Seq. No. 


50646 


Seq. ID 


taw700658019.hl 


Method 


BLASTN 


NCBI GI 


g3832527 


BLAST score 


62 




2. Oe-26 


Match lencrth 


138 


% n Hpknt- "i i~ v 

O -1- 1 J. I l_ i_. y 


93 


NPRT npRrrinti on 


C^l Mci ne max unknown 


Seq. No. 


50647 


Seq. ID 


taw700658119.hl 


Method 


BLASTX 


NCBI GI 


g2809246 


BLAST score 


205 


F! va 1 hp 


2 0e-16 


Match length 


83 


% iHpntitv 


47 


NCBI Description 


(AC002560) F2401 . 15 


Seq. No. 


50648 


Seq. ID 


taw700658184.hl 


Method 


BLASTN 


NCBI GI 


a310575 


DJjflul OUUi. C 


100 


j_j value 




Ma"t"r*h lencrth 


224 


^ _L Li til 1 L. J. L y 






\7C i "pi o ]Ti3 y nnHnl t ti 

\J_L_yv_..l.J.ie XLLCLA llvJUU-L -Lll 


Sea No 


50649 


Sea ID 


taw700658267 hi 


Method 


BLASTX 


NCBI GI 


g3600049 


BLAST score 


160 


TT V3 1 ne 


3. 0e-ll 


i. id u v_.il xciiy 




% identity 


64 


NPRT Dp^rri nt i nn 

J.M w _I_ J_/ "3 O 1^ J l_ Kj 1 L V— ' i. i 


fAF0801?0} similar 




FFTTT hmm ^enre* 


Seq. No. 


50650 


Seq. ID 


taw700658278.hl 


Method 


BLASTN 


NCBI GI 


g3021337 


BLAST score 


81 


E value 


8.0e-38 


Match length 


187 


% identity 


86 



226.67) [Arabidopsis thaliana] 



NCBI Description 



Cicer arietinum mRNA for cytosolic 
fructose-1, 6-bisphosphate aldolase 



Seq. No. 
Seq. ID 
Method 



50651 

taw700658314.hl 
BLASTN 



8274 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3287367 
48 

4.0e-18 

215 

86 

Mouse chromosome 6 BAC-284H12 (Research Genetics mouse BAC 
library) complete sequence [Mus musculus] 

50652 

taw700658316.hl 

BLASTN 

gll50555 

284 

1.0e-159 

293 

99 

R.norvegicus (Sprague Dawley) ARL5 mRNA for ARF-like 
protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50653 

taw700658318.hl 

BLASTN 

g2361032 

285 

1.0e-159 

285 

100 

Rattus sp. mRNA for CDP-diacylglycerol synthase, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50654 

taw700658319.hl 

BLASTN 

gl754509 

260 

1.0e-144 

284 
97 

Rattus norvegicus DNA for cysteine dioxygenase, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



50655 

taw700658329.hl 

BLASTX 

g2633977 

193 

5.0e-15 

73 
48 

(Z99112) similar to hypothetical proteins 
subtilis] 

50656 

taw700658331.hl 

BLASTN 

g57122 

273 



[Bacillus 



8275 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-152 

273 
100 

Rat mRNA for ribosomal protein L37a 
50657 

taw700658332.hl 

BLASTX 

g4493522 

234 

8.0e-20 

83 

54 

(AL022476) dJ323M22.2.1 (novel protein similar to KIAA0173 
and worm Tubulin Tyrosine Ligase) {isoform 1) [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50658 

taw700658337.hl 

BLASTN 

g!99585 

199 

1.0e-108 

274 
93 

Mouse MHC class 
complete cds 



I turn- transplantation antigen mRNA P35B, 



Seq. No. 


50659 


Seq. ID 


taw700658340.hl 


Method 


BLASTN 


NCBI GI 


g57687 


BLAST score 


278 


E value 


1.0e-155 


Match length 


278 


% identity 


100 


NCBI Description 


Rat mRNA for ribosomal prot 


Seq. No. 


50660 


Seq. ID 


taw700658343.hl 


Method 


BLASTN 


NCBI GI 


gl019367 


BLAST score 


131 


E value 


1.0e-67 


Match length 


231 


% identity 


89 


NCBI Description 


Human SSR2 mRNA for beta-si 




cds 


Seq. No. 


50661 


Seq. ID 


taw700658348.hl 


Method 


BLASTN 


NCBI GI 


gl89396 


BLAST score 


92 


E value 


2.0e-44 


Match length 


264 


% identity 


86 



8276 



NCBI Description 


Human ORF mRNA, complete cds 


Seq. No. 


50662 


Seq. ID 


taw700658360.hl 


Method 


BLASTN 


NCBI GI 


g4508150 


BLAST score 


57 


E value 


2.0e-23 


Match length 


96 


% identity 


91 


NCBI Description 


Homo sapiens clone DJ0726N20, complete 


Seq. No. 


50663 


Seq. ID 


taw700658362.hl 


Method 


BLASTN 


NCBI GI 


g3327063 


BLAST score 


39 


E value 


1.0e-12 


Match length 


149 


% identity 


86 


NCBI Description 


Homo sapiens mRNA for KIAA0625 protein 


Seq. No. 


50664 


Seq. ID 


taw700658369.hl 


Method 


BLASTN 


NCBI GI 


g310084 


BLAST score 


261 


E value 


1.0e-145 


Match length 


273 


% identitv 


99 


NCBI Description 


Rattus rattus calnexin mRNA, complete 


Sea. No 


50665 


Seq. ID 


taw700658370.hl 


Method 


BLASTN 


NCBI GI 


g3249127 


BLAST score 


35 


E value 


2.0e-10 


Match length 


176 


% identity 


81 


NCBI Description 


Homo sapiens chromosome 17 f clone hRPC 




sequence [Homo sapiens] 


Seq. No. 


50666 


Seq. ID 


taw700658374.hl 


Method 


BLASTX 


NCBI GI 


a3913065 

w _l \j \j 


BLAST score 


219 


E value 


4.0e-18 


Match length 


45 


% identity 


96 


KIPRT Hp^rTi nti on 


PUTATIVE PEROXISOMAL ANTIOXIDANT ENZYM] 




2D- PAGE SPOT 2D-0014IV) 


Seq. No. 


50667 


Seq. ID 


taw700658376.hl 


Method 


BLASTN 



sequence 



partial cds 



_B_12, complete 



(LIVER TISSUE 



8277 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

g555751 
275 

1.0e-153 

275 

100 

Rattus norvegicus 
complete cds 



orphan receptor 




RLD-1 (rld-1) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50668 

taw700658377.hl 
BLAST N 
g998519 
253 

1.0e-140 

257 

100 

non-muscle myosin alkali light chain 
new-born, heart ventricle, mRNA, 613 



[rats, 
nt] 



Sprague-Dawley, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50669 

taw700658387, 
BLASTN 
g3483674 
39 

1.0e-12 

47 

96 

Homo sapiens 



hi 



full length insert cDNA clone ZD54C08 



Seq. No. 50670 

Seq. ID taw700658402.hl 

Method BLASTN 

NCBI GI g506600 

BLAST score 102 

E value 8.0e-51 

Match length 102 

% identity 100 

NCBI Description R. norvegicus mRNA for factor X 

Seq. No. 50671 

Seq. ID taw700658406.hl 

Method BLASTN 

NCBI GI g57713 

BLAST score 205 

E value 1.0e-112 

Match length 212 

% identity 100 

NCBI Description Rat mRNA for ribosomal protein S16 



Seq. No. 50672 

Seq. ID taw700658408.hl 

Method BLASTN 

NCBI GI g535011 

BLAST score 40 

E value 2.0e-13 

Match length 7 6 

% identity 88 



8278 



NCBI Description H. sapiens mRNA for NAD P+- dependent malic enzyme 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



50673 

taw700658414, 

BLASTN 

g57179 

225 

1.0e-123 

246 

98 

R.norvegicus 



hi 



mRNA for serum amyloid P (SAP) 



50674 

taw700658424.hl 

BLASTN 

g204534 

103 

6.0e-51 

136 
92 

Rat glucose transporter mRNA, complete cds 
50675 

taw700658426.hl 

BLASTN 

g203920 

97 

2.0e-47 

109 

97 

Sprague-Dawley D-beta-hydroxybutyrate dehydrogenase mRNA, 
complete cds 

50676 

taw700658447.hl 

BLASTN 

gl63131 

130 

5.0e-67 

205 

91 

Bovine vacuolar H+ ATPase 31kDa subunit mRNA, complete cds 
50677 

taw700658453.hl 

BLASTN 

g286222 

96 

3.0e-47 

100 

99 

Rat gene for L-gulono-gamma-lactone oxidase, exon 
50678 

taw700658460.hl 

BLASTN 

g3776070 



8279 



BLAST score 51 
E value 6.0e-20 
Match length 67 
% identity 94 

NCBI Description Homo sapiens mRNA for histone deacetylase-like protein 
(JM21) 



oeq * 1NO . 




064. 1U 


Law / yuu joioo .iii 


Mot - h/"iH 






rr9fi4S9ft7 








1 . Oe-48 


Ma1~r^Vi 1 rri~ h 


122 


% identity 


96 


NCBI Description 


Rattus norvegicus apolipoprotein B mRNA editing enzyme 




nnnrnl py-1 ( annhpr-1 ) crpnp. pvon 1 and oartial Cds 


beq. no. 


JUOOU 


oeq. lL' 


CCLW / UU D JOr± / U • liX 


L*iexnoa 


OJUrio i IN 




rt97 "5 Q Q1 A 
gz / jo y x *± 


oiiiio i score 


1 99 


E value 




Match length 


209 


% identity 


90 


NCBI Description 


ilOIllO bdUlcilo ocl lilc piULcaoc ^WiLLXy iLLr\.LN,i-\, ^v-io 


Seq. No. 


OUDol 


oeq. iu 


+■ a t*t7 fin^RP47Q hi 


Metnoa 


JD-biib I IN 


NL-rsl LrX 


gz j o^t 4 z 


jDijiio i score 




E value 


z . ue x o 


riaucn leiiyLn 




% identity 


95 


NCBI Description 


G.max ADR11 mRNA 


beq. No. 


OU ooz 


beq. iu 


+■ a t.t7 nn^^fl 4 q n hi 
naw /uuDjo^yu .ni 


Method 


Di-iiiO I N 


XTf^O T T 

NLB1 bl 


^ri n*5 cq r\A 
giu o oo U4 


BLAST score 


1 Q 1 


E value 


9 Plo- Q7 
Z . US / 




9S9 


% identity 


93 


NCBI Description 


Human TGF-beta receptor interacting protein 1 mRNA, 




complete cds 


Seq. No. 


50683 


Seq. ID 


taw70065S509.hl 


Method 


BLASTN 


NCBI GI 


g3510373 


BLAST score 


222 


E value 


1.0e-122 


Match length 


250 


% identity 


97 



8280 



NCBI Description 



Rattus norvegicus mRNA for antisecretory factor, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50684 

taw700658510.hl 

BLASTN 

gl905893 

47 

2.0e-17 

147 
89 

Homo sapiens DNA 
containing HRX2, 



from chromosome 19- 
genomic sequence 



-cosmid f24109 



Seq. No. 


50685 


Seq. ID 


taw700658512.hl 


Method 


t->T 7\ CTM 


NCBI GI 


gi / y4ZU4 


BLAST score 


o o o 


E value 




Match length 


z4z 


% identity 


98 


NCBI Description 


Karrus norvegicus caxpan 




partial cds 


Seq. No. 


50686 


Seq. ID 


taw700658513.hl 


Method 


BLASTN 


NCBI GI 


/ A r- [- c r- 

g40ooo5 


BLAST score 


200 


E value 


-i a — i r\ Q 


Match length 


o o o 

233 


% identity 


96 


NCBI Description 


Kat marKer ou/u v ir j / mtuNii 


beq. wo . 


DUuO / 


Seq. ID 


taw700658532.hl 


Method 


BLASTN 


NCBI GI 


g456281 


BLAST score 


172 


E value 


4.0e-92 


Match length 


250 


% identity 


91 


NCBI Description 


Rattus norvegicus clone ] 




apoptosis mRNA, complete 


Seq. No. 


50688 


Seq. ID 


taw700658535.hl 


Method 


BLASTN 


NCBI GI 


g495127 


BLAST score 


117 


E value 


1.0e-59 


Match length 


129 


% identity 


98 


NCBI Description 


M.mus cuius mCBP mRNA 



mRNA, 



cds 



Seq. No. 



50689 



8281 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



taw700658536.hl 
BLAST N 
gl498195 
255 

1.0e-141 

255 

100 

Rat mRNA for Sky, complete cds 



o e q • 1M U . 




beq. ijj 


f aw 7nn fi^Q 1 hi 

LclW / UUDJO J41 • 11-L 


Method 


DJ_iriO 1 A 




cr730536 


ULiHoi score 


91 R 
z. ± o 


E value 


5.0e-18 


Match length 


74 


% identity 




NCBI Description 


^no DTRnQnMZiT prpitftn t.93 >m* 310933 fL18915) 60S ribosomal 


protein suounxr n / LLNicoLidiid. Lcuja.v_.unij 


Seq. No. 




Seq. ID 


raw / uut)joD4z .ni 


Method 


DT 7\CTM 
JDlj^iO 1 IN 


NCBI GI 


g57003 


BLAST score 


195 


E value 


1 . Oe-lUo 


Match length 


252 


% identity 


94 


NCBI Description 


Rat FY-brV iriKiNA lor pyrimiaine jjiiiu.j.iiy piuL-ciu 


Seq. No. 


c a /~ a n 

5Q692 


Seq. ID 


raw /UUOO0044 .ru 


Method 




NCBI GI 


g4 JLd4 40o 


hsj-iiibi score 


R1 

O 1 


E value 


b . ue- z u 


Match length 


227 


% identity 


81 


NOBi Description 


U/^-m^ o 2r^-i erne WQHW-nhi mil nnnp ny "i HoTPrillPt flSP AGGG SUbunit 


m'DMn rmnl Q ar rrono onrnHinrr mi 1~nr , V"ir>nH T "i ^ 1 "O^otsirir COItlDlete 




cds 


Seq. No. 


ouoyo 


Seq. ID 


taw700658547.hl 


Method 


BLASTN 


NCBI GI 


g398594 


BLAST score 


220 


E value 


1.0e-121 


Match length 


228 


% identity 


100 


NCBI Description 


Rat mRNA for mitochondrial adenine nuleotide translocator 


Seq. No. 


50694 


Seq. ID 


taw700658549.hl 


Method 


BLASTX 


NCBI GI 


g3688090 


BLAST score 


251 



8282 



E value 
Match length 
% identity 
NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-26 

75 

84 

(AC005757) R32611_2 [Homo sapiens] 
50695 

taw700658555.hl 

BLASTN 

g3882182 

43 

4.0e-15 

179 
84 

Homo sapiens mRNA for KIAA0731 protein, partial cds 



50696 

taw700658557.hl 

BLASTN 

g3523147 

230 

1.0e-127 

230 

100 

Rattus norvegicus 
cds 



fracture callus 1 (FxCl) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50697 

taw700658561.hl 

BLASTN 

g4165024 

79 

1.0e-36 

127 

91 

Homo sapiens zinc-finger protein MCG4 mRNA, complete cds 



50698 

taw700658563.hl 

BLASTN 

g35517 

94 

1.0e-45 

250 
84 

Human mRNA for pleckstrin (P47) 
>gi_4 50587 8_r e f_NM_0 02 664. 1_PLEK_ 
(PLEK) mRNA 



Homo sapiens pleckstrin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50699 

taw700658567.hl 

BLASTN 

g2358084 

35 

1.0e-10 

71 
24 

Mus musculus TCR beta locus 



from bases 250554 to 501917 



8283 



(section 2 of 3) of the complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50700 

taw700658568.hl 

BLASTN 

gl432168 

149 

1.0e-78 

149 

100 

Rattus norvegicus macrophage migration inhibitory factor 
(Mif) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50701 

taw700658570.hl 

BLASTN 

g4519620 

134 

2.0e-69 

204 

92 

Mus musculus mRNA for OASIS protein, complete cds 
50702 

taw700658573.hl 

BLASTN 

g4097696 

196 

1.0e-106 

196 

100 

Rattus norvegicus purine-selective sodium/nucleoside 
cotransporter (rCNT2) mRNA, complete cds 

50703 

taw700658579.hl 

BLASTN 

g258002 

249 

1.0e-138 

249 

100 

insulin-like growth factor binding protein complex 
acid-labile subunit [rats, liver, mRNA, 2190 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50704 

taw700658583.hl 

BLASTN 

g957211 

131 

1.0e-67 

175 

94 

Murine Glvr-1 mRNA, complete cds 



Seq. No. 
Seq. ID 



50705 

taw700658587.hl 



8284 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2501599 

142 

4.0e-09 

50 
58 

HYPOTHETICAL 29.1 KD PROTEIN W06E11.4 IN CHROMOSOME III 
>gi_669022* (tr20862) W06E11.4 gene product [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50706 

taw700658590.hl 

BLASTN 

g732917 

143 

8.0e-75 

244 

93 

R.norvegicus RPL19 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50707 

taw700658591.hl 

BLASTN 

g57807 

39 

9.0e-13 

107 

84 

Rat mRNA for histone H2A.Z 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50708 

taw700658606.hl 

BLASTN 

g56299 

62 

1.0e-26 

77 
96 

R.norvegicus mRNA 
ATPase 



for gamma subunit of sodium potassium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50709 

taw700658607.hl 

BLASTN 

g473932 

148 

8.0e-78 

248 

90 

Human mRNA for KIAA0052 gene, partial cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



50710 

taw700658614< 
BLASTN 
g207693 
166 

9.0e-89 



hi 



8285 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166 
100 



Rat sperm membrane protein (YWK-II) mRNA, 3 1 end 



50711 

taw700658629.hl 

BLASTN 

g!621616 

158 

6.0e-84 

182 
97 

Mus musculus KRAB-A interacting protein mRNA, 



complete cds 



50712 

taw700658644.hl 

BLASTN 

g50488 

77 

9.0e-36 

125 

90 

Mouse COL1A2 mRNA 



for pro-alpha-2 (I) collagen 



50713 

taw700658650.hl 

BLASTN 

g286199 

232 

1.0e-128 

236 
100 

Rattus norvegicus PI mRNA for ATP synthase subunit c, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50714 

taw700658654.hl 

BLASTN 

g4544348 

57 

2.0e-23 

133 

92 

Homo sapiens PAC RPCI4-613B23 (Roswell Park Cancer 
Institute Human PAC Library) complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50715 

taw700658657.hl 

BLASTN 

g50838 

75 

2.0e-34 

139 

88 

Mouse mRNA for entactin 



Seq. No. 



50716 



8286 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



taw700658660.hl 

BLASTN 

g2897074 

144 

1.0e-75 

160 

97 

Rattus norvegicus electrogenic Na+ bicarbonate 
cotransporter (NBC) mRNA, complete cds 

50717 

taw700658663.hl 

BLASTN 

g310169 

77 

9.0e-36 

125 

90 

Rattus norvegicus NGF-binding Ig rearranged L-chain mRNA, 
V-region, partial cds 

50718 

taw700658678.hl 

BLASTN 

g468549 

129 

1.0e-66 

161 
95 

M.musculus (129/Sv) Ccte mRNA for CCT (chaperonin 
containing TCP-1) epsilon subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



50719 

taw700658679.hl 

BLASTN 

g4138415 

128 

4.0e-66 

144 

97 

Rattus norvegicus mRNA for SMC-protein Molecular 
characterization of a rat heterochromatin associated 
SMC-protein 

50720 

taw700658685.hl 

BLASTN 

gll99601 

125 

4.0e-64 

237 

88 

Human cyclophilin-like protein mRNA, partial cds 
50721 

taw700658688.hl 
BLASTN 



8287 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl296990 
125 

2.0e-64 

149 

96 

R.norvegicus mRNA for RTl.Mb 
50722 

taw700658693.hl 

BLASTN 

g204490 

156 

8.0e-83 

156 

100 

Rat glutathione S-transferase mRNA, complete cds 
50723 

taw700658748.hl 

BLASTN 

g609224 

42 

9.0e-15 

54 

94 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 


50724 


Seq. ID 


taw700658828.hl 


Method 


BLASTN 


NCBI GI 


g725331 


BLAST score 


116 


E value 


1.0e-58 


Match length 


116 


% identity 


100 


NCBI Description 


Glycine max mitochondrion po 


Seq. No. 


50725 


Seq. ID 


taw700658941.hl 


Method 


BLASTN 


NCBI GI 


g914956 


BLAST score 


109 


E value 


1.0e-54 


Match length 


109 


% identity 


100 


NCBI Description 


Rat mRNA for Ash-m, complete 


Seq. No. 


50726 


Seq. ID 


taw700658984.hl 


Method 


BLASTX 


NCBI GI 


gll73198 


BLAST score 


169 


E value 


1.0e-18 


Match length 


55 


% identity 


83 



8288 




NCBI Description 40S RIBOSOMAL PROTEIN S13 >gi_480095_pir S36423 ribosomal 

protein S13.e - garden pea >gi_396639_emb_CAA80974_ 
(Z25509) ribosomal protein S13 [Pisum sativum] 





Seq. No. 


50727 




OCtJi XU 


taw700659104 .hi 




J/lfc; LX1UU 






WAT (ZT 
LN \^E> X o X 


a4530585 






166 




Hi Value 


5 . Oe-12 




Ma"t - r , V» 1 on rrt* In 
ixid. uoiJ. j-Ciiy (-ii 


50 




& -1 Hpnt" i t"V 

O lUClltlUj 


66 




'VT/"" , 'D T T^i/— i C V* T T"\"f~ T /"\T"\ 

fsi^ox juescr xpT-xuii 


(AF130978) B12D protein [Ipomoea batatas] 




Seq. No. 


50728 




Seq. ID 


taw700659196.hl 




x\i*s l.iivjvj. 


BLASTN 






gll576 




JDXxrtO 1 5 COX fc= 






17* TT2 1 no 
Hi ValUc 


2 . Oe-25 




4- /~i 1 on rri - Vi 
riaLCIX Xclly UIl 


1 94 

X C T 




i& laenLiLy 


87 




INUDi UCOti _L^/t — Lull 


Soybean plastid DNA for rpsl2, rps7, 16S rRNA, tRNA-Val, 


f? 
m 




iNraXTl tit;! IV LAX. uycilaoc auu 




Seq. No. 


50729 




beq. id 


Law / uuojyJUi .iijl 




Method 


JDXiriO 1 A 




"NT/^ ID T C T 

JnCdx bl 


g*± f± x 




DT 7\ QT 1 o pArp 
OXirlO 1 SOUIC 


232 




E value 


X . UfcS -L _7 




JxiaTzcn xengun 


71 
/ X 




& "i Hon "hi +*\/ 


72 


□ 


lNx^OX UcoLL J_LJ L.-LU11 


(AJ011604) nitrate transporter [Arabidopsis thaliana] 




Seq. No. 


50730 




C PfT Tf) 


taw700659335.hl 


y 


ixieT-nou. 






mpd T r 1 T 
INL^JjX bl 


rr^l DS7 S 




nun'' 1 ouuic 


108 




Hj Value 






ixiaTi.cn xengun 








97 




NCBI Description 


fi^pina mav nnHnl in-9fi TnRWA POTTinl pte cds 
oXyCJXll^i II Let A IlvJ(wlU.-L_Ll± xl. \J liLJAiNXT. / ^vili^xc u.^ 




Seq. No. 


50731 




Seq. ID 


taw700659535.hl 




nc Liiuu 


BLASTN 




NCBI GI 


gl055367 




BLAST score 


188 




E value 


1.0e-101 




Match length 


259 




% identity 


93 




NCBI Description 


Glycine max ribulose-1, 5-bisphosphate carboxylase small 




subunit mRNA, complete cds 




Seq. No. 


50732 



8289 




Seq. ID taw700659653.hl 

Method BLASTX 

NCBI GI g4218014 

BLAST score 269 

E value 5.0e-24 

Match length 68 

% identity 79 

NCBI Description (AC006135) putative spliceosomal protein (RNA binding 
protein) [Arabidopsis thaliana] 

Seq. No. 50733 

Seq. ID taw700659665.hl 

Method BLASTN 

NCBI GI g3184523 

BLAST score 45 

E value 2.0e-16 

Match length 49 

% identity 98 

NCBI Description Allium cepa tRNA-Leu (trnL) and tRNA-Thr (trnT) genes, 

chloroplast genes for chloroplast RNAs, partial sequence 



Seq. No. 50734 

Seq. ID taw700659821.hl 

Method BLASTX 

NCBI GI g4455331 

BLAST score 243 

E value 6.0e-21 

Match length 63 

% identity 68 

NCBI Description (AL035525) putative protein [Arabidopsis thaliana] 

Seq. No. 50735 

Seq. ID taw700659825.hl 

Method BLASTX 

NCBI GI g2244996 

BLAST score 178 

E value 2.0e-13 

Match length 63 

% identity 26 

NCBI Description (Z97341) similarity to a membrane-associated salt-m< 
protein [Arabidopsis thaliana] 

Seq. No. 50736 

Seq. ID taw700659833.hl 

Method BLASTN 

NCBI GI g2905771 

BLAST score 129 

E value 2.0e-66 

Match length 156 

% identity 97 

NCBI Description Glycine max glyceraldehyde-3 phosphate dehydrogenase 
(GAPDH) mRNA, partial cds 



Seq. No. 50737 

Seq. ID taw700659918.hl 

Method BLASTX 

NCBI GI gl498064 



8290 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211 

4.0e-17 

69 

55 

(U64825) At El [Arabidopsis thaliana] 
50738 

taw700659941.hl 

BLASTX 

g549060 

235 

4.0e-20 

80 

56 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-1-ETA) (CCT-ETA) 

>gi_631656_pir S43058 CCTeta protein eta chain - mouse 

>gi_4 68504_emb_CAA83274_ (Z31399) CCTeta, eta subunit of 
the chaperonin containing TCP-1 (CCT) [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50739 

taw700659949.hl 

BLASTN 

g!8551 

191 

1.0e-103 

219 

97 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50740 

taw700660002.hl 

BLASTX 

g2130052 

214 

2.0e-17 

61 

68 

xylose isomerase (EC 5.3, 
>gi_l 29680 9_emb_CAA6 4 5 4 5_ 
[Hordeum vulgare] 



1.5) - barley 
(X95257) xylose isomerase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



50741 

taw700660021.hl 

BLASTN 

gl370195 

115 

5.0e-58 

150 

95 

L.japonicus mRNA 
50742 

taw700660224.hl 

BLASTX 

gl871185 

225 



for small GTP-binding protein, RAB8D 



8291 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-19 

50 
78 

(U90439) seven in absentia isolog [Arabidopsis thaliana] 
50743 

taw700660474.hl 

BLASTX 

g4559339 

361 

8.0e-35 

83 

84 

(AC007087) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 



oeq * ino . 




Seq. ID 


raw / uu odU4 ?<* .ni 


Metnoa 




NCBI GI 


go o y 


BLAST score 




E value 


I . ue-^j 


Tv/T 4— /-i Vt ~\ Qr^ /-f 4- 

riaucn ieny tn 


7 1 


% identity 


69 


NCBI Description 


(AC004683) hypothetical protein 


Seq. No. 


50745 


Seq. ID 


taw700660554.hl 


Method 


BLASTX 


NCBI GI 


g541943 


BLAST score 


190 


E value 


9.0e-15 


Match length 


38 


% identity 


87 


NCBI Description 


raetallothionein - soybean >gi_22 




metallothionein-like protein [GI 


Seq. No. 


50746 


Seq. ID 


taw700660584.hl 


Method 


BLASTN 


NCBI GI 


g2934695 


BLAST score 


80 


E value 


2.0e-37 


Match length 


91 



1808316A 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Glycine max mRNA for class III acidic endochitinase, 
complete cds 

50747 

taw700660587.hl 

BLASTN 

g2852444 

33 

4.0e-09 

89 

84 

Salix bakko mRNA for SUI1 homolog, complete cds 



8292 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50748 

taw700660603.hl 

BLASTN 

g347458 

96 

3.0e-47 

100 

99 

Glycine max brassinosteroid-regulated protein mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50749 

taw700660622.hl 

BLASTN 

gl8741 

131 

1.0e-67 

199 

91 

Glycine max gene encoding ribulose-1, 5-bisphosphate 
carboxylase small subunit 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50750 

tku700646326.hl 

BLASTX 

g4115926 

179 

2.0e-13 

79 

48 

(AF118222) similar to the subtilase family of serine 
proteases (Pfam: PF00082, Score=50.7, E=4.7e-13, n=3) 
[Arabidopsis thaliana] >gi_4539413_emb_CAB40046 . 1_ 
(AL04 9524) putative subtilisin-like protease [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50751 

tku700646328.hl 

BLASTX 

g4455299 

196 

2.0e-15 

73 

53 

(AL035528) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50752 

tku700646345.hl 

BLASTX 

g4249412 

291 

2.0e-26 

91 

63 

(AC006072) hypothetical protein [Arabidopsis thaliana] 



8293 





50753 


Seq. ID 


tku700646361.hl 


L V JC LX1UU. 


BLASTX 


NCBI GI 




BLAST score 


277 


E value 


7.0e-25 




91 


9- t r?Qn"l — i "H \7 
15 _LU.fcill L-L Ly 


29 


M^T3T Fl^i c? t* n t~i+* t on 

jnv^di uescnpLiuii 


fArno?*339} mutative receotor-like protein kinase 


[Arabidopsis thaliana] 


Qfurr Ma 


50754 


Sea ID 


tku700646403.hl 


K/fc +• W o (H 


BLASTX 


IN D -L OX 


a531389 


BLAST score 


202 


E value 


4.0e-16 


i\la.L.OJ.i j-cxiy en 


78 








(U12626) copia-like retrotransposon Hopscotch polyprotein 












tku700646428 .hi 






NCBI GI 


gl778370 


BLAST score 


163 


Li ValUc 


• UC XX 


Match, length 




% identity 


i nn 




(U77678) asparagine synthetase 2 [Glycine max] 






Seq. ID 


tku700646437 .hi 


I v iC LllUU. 


BLASTX 


NCBI GI 


g3982596 


BLAST score 


231 


Hi V clx LL^i 


1 . Oe-19 


\if -a -|- /-»Vi 1 o "n rr - ! - Vi 
IXictLOll Xfc!i.iy L.11 


81 

y x 


% identity 


o / 


KTPRT np^rri otion 

LA U -L i— ' O V_* J L. 


(AF039027) cationic peroxidase 2 [Glycine max] 




50757 




tku700646476.hl 


Method 


p-t aqty 


NCBI GI 


rrl CiC\A A 0 

giuu^fiu 


BLAST score 


14U 


E value 




Match length 


64 


% identity 


53 


UeSClTipi-KJIl 


h.Mt c?hnrk nroi-pin 70 (clone D7) - potato ( f raoment ) 


>gi 100441 pir S21363 heat shock protein 70 (clone D3) - 




potato (fragment) >gi_21477_emb_CAA78036_ (Z11984) 70-kD 




heat shock protein [Solanum tuberosum] 


Seq. No. 


50758 


Seq. ID 


trc700561124.hl 



8294 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4151068 

250 

5.0e-22 

62 

74 

(Y10862) 



ribonucleotide reductase [Nicotiana tabacum] 



50759 

trc700561144.hl 

BLASTX 

g2920654 

302 

9*0e-28 

94 

59 

(AF047697) putative high-pi laccase [Oryza sativa] 
50760 

trc700561171.hl 

BLASTX 

g2459412 

250 

9.0e-22 

92 

54 

(AC002332) putative G9a protein [Arabidopsis thaliana] 
50761 

trc700561176.hl 

BLASTX 

g3152616 

169 

3.0e-12 

90 
47 

(AC004482) hypothetical protein [Arabidopsis thaliana] 
>gi_3242726 (AC003040) hypothetical protein [Arabidops 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



50762 

trc700561234.hl 

BLASTN 

g2388688 

40 

8.0e-14 

76 
88 

Glycine max GH1 protein 
50763 

trc700561250.hl 

BLASTX 

g3075392 

287 

2.0e-26 
72 



(GH1) mRNA, partial cds 



8295 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

(AC004484) putative steroid dehydrogenase [Arabidopsis 
thaliana] 

50764 

trc700561285.hl 

BLASTX 

gl236961 

136 

1.0e-08 

39 
59 

(U50201) prunasin hydrolase precursor [Prunus serotina] 
50765 

trc700561314.hl 

BLASTN 

gl673513 

246 

1.0e-136 

305 
95 

Human B-cell receptor associated protein (hBAP) mRNA, 
partial cds 

50766 

trc700561320.hl 

BLASTX 

g585876 

163 

2.0e-ll 

48 

71 

60S RIBOSOMAL PROTEIN L23A (L25) >gi_1084424_pir S48026 

ribosomal protein L25 - common tobacco >gi_310935 (L18908) 
60S ribosomal protein L25 [Nicotiana tabacum] 

50767 

trc700561329.hl 

BLASTX 

g4455275 

158 

3.0e-ll 

43 

72 

(AL035527) putative protein [Arabidopsis thaliana] 
50768 

trc700561336.hl 

BLASTX 

g2493318 

138 

8.0e-10 

41 
88 

- BLUE COPPER PROTEIN PRECURSOR >gi_56277 9__emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 



8296 



>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50769 

trc700561363.hl 

BLASTX 

g3929339 

291 

2.0e-26 

95 

59 

BYSTIN >gi_1160619 (L36720) bystin 



[Homo sapiens] 



50770 

trc700561377.hl 

BLASTX 

g2289012 

318 

1.0e-29 

97 

63 

(AC002335) hypothetical protein [Arabidopsis thaliana] 
50771 

trc700561450.hl 

BLASTX 

g544437 

212 

3.0e-17 

66 
64 

GLUTATHIONE PEROXIDASE HOMOLOG (SALT-ASSOCIATED PROTEIN) 
>gi_296358_emb_CAA47018_ (X66377) CIT-SAP [Citrus sinensis] 

50772 

trc700561461.hl 

BLASTX 

g2827143 

345 

7.0e-33 

87 

80 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50773 

trc700561479.hl 

BLASTX 

g3033381 

308 

1.0e-28 

68 
88 

(AC004238) putative UDP-galactose-4-epimerase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



50774 

trc700561495.hl 



8297 



Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2827141 

424 

4.0e-42 

88 
88 

(AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

50775 

trc700561557.hl 

BLASTN 

gl70061 

90 

3.0e-43 

157 
90 

Soybean (G.max L.) beta-tubulin (S-beta-2) gene, complete 
cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50776 

trc700561601.hl 

BLASTN 

g3021372 

133 

4.0e-69 

153 

97 

Glycine max mRNA for profilin, PR02 
50777 

trc700561604.hl 

BLASTN 

g31972 

175 

5.0e-94 

183 
99 

Human H2A.X mRNA encoding his tone H2A.X 

>gi_4504252_ref_NM_002105.1__H2AFX_ Homo sapiens H2A histone 
family, member X (H2AFX) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



50778 

trc700561638.hl 

BLASTN 

gl69090 

58 

3.0e-24 

126 
87 

Pea glyceraldehyde-3-phosphate dehydrogenase (GapCl) mRNA, 
complete cds 

50779 

trc700561664.hl 

BLASTN 

g21981 



8298 



BLAST score 


33 


E value 




Match length 


J.UX 


% identity 


Q A 


"KT /"I T"5 T" /-•« *v* t >"\4™ ^ />r\ 

jsjurSi uescripnon 


v ^nrm^i- -i folia 25S/18S rRNA interqenic spacer DNA 


Seq. No. 


CATOA 
(OU 


beg. -LU 


trr700561742 hi 


jxie tnoQ 


DliriO X LN 


NCBI GI 


gll50931 


BLAST score 


34 


E value 


o . ue iu 


Match length 




% identity 




nui5-L uescripLiuii 


m cat i va mRNA for cvclin orotein 


beq. no. 


Rfl7ft 1 
Oil / ol 


beq. iu 




Method 


r>T 7V nmv 


NCBI GI 


g2809251 


BLAST score 


304 


E value 


d . ue zo 


Match length 


no 


% identity 


0 / 


NCBI Description 


InUUUZ jOU j rZlD / . Z. U ctiJ-Lkj.w^ o J- o Liia±J-aiiaj 


Seq. No. 




Seq. ID 


-Hr*^7nn R£1 ft OS hi 


Method 


BLASTX 


NCBI GI 


g3913379 


BLAST score 


lzz 


E value 


2.0e-16 


Match length 


91 


% ldentxty 


c; i 


NCBI Description 


PDVDfpnr'UpnMT? 9 a pnPRHTFTM f RTJTF T.TGHT PHOTORECEPTOR) 


1 QRin^fi {jia^^QI^ orvn^nrhrnmp 2 aooorotein rArabidopsis 




■f-Visal n anal 


Seq. No. 




beq. iu 


•f--r^7nn c ifi1 hi 

L.Xv^/UU-JOX_?t.O • ill 


Method 


TIT "A o m v 

BLASTX 


NCBI GI 


gll4290 


BLAST score 


142 


E value 


3 . Oe-12 


Match length 


64 


% identity 


64 


NCBI Description 


aprTWTMnqnrrTKiATF ^YWTHA^F (CTTRnLLINE — ASPARTATE LIGASE) 


^v/t-i ^ft^^ft n-1 r A.TM^'R^ 3 ttti n "i n n qiirp inate svnthase (EC 




£ *5 a c: \ ~ mri nqp ">rH ^OQIII fl^RI 69fn araininosuccinate 

U« O . rt . 0 J niOUoc /yi JU Jill \ I W lUJU j a-J-y J_ii-i-ii.^'i-> i-.^ 




<5\7nt-hfa-h;a ^FP *H 4 5} fMus rausculusl 


Seq. No. 




Seq. ID 


trc700561972.hl 


Method 


BLASTN 


NCBI GI 


g2304954 


BLAST score 


274 


E value 


1.0e-153 



8299 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274 
100 

Glycine max aluminum induced sali5-4a mRNA, complete cds 
50785 

trc700562036.hl 

BLASTX 

g 4454470 

192 

3.0e-15 

50 
72 

(AC006234) putative sugar transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50786 

trc700562077.hl 

BLASTX 

g3882355 

232 

1.0e-19 

64 

67 

(U924 60) 12-oxophytodienoate reductase OPR1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50787 

trc700562165.hl 

BLASTX 

gl087073 

210 

3.0e-17 

44 

91 

(S79243) calmodulin-binding heat-shock protein, CaMBP 
[Nicotiana tabacum=tobacco, Wisconsin-38 , Peptide, 449 aa] 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50788 

trc700562166.hl 

BLASTX 

g2827546 

140 

4.0e-09 

43 

56 

(AL021635) cytochrome P450 like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



50789 

trc700562204.hl 

BLASTX 

g4559353 

455 

1.0e-45 

100 

86 



8300 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC006585) putative extragenic suppressor protein 
[Arabidopsis thaliana] 



50790 

trc700562245.hl 

BLASTN 

g2317899 

244 

1.0e-135 

271 

98 

Glycine max Sali3- 



2 mRNA, complete cds 



50791 

trc700562276.hl 

BLASTX 

g728906 

259 

9.0e-23 

84 

57 

PROBABLE CALCIUM-TRANSPORTING AT PAS E 5 

>gi_1077722_pir S50669 hypothetical protein YER166w 

yeast {Saccharomyces cerevisiae) >gi_603407 (U18922) 
Yerl66wp [Saccharomyces cerevisiae] 

50792 

trc700562289.hl 

BLASTN 

gl70087 

118 

7.0e-60 

251 

89 

G.max vegetative storage protein mRNA (VSP25 gene) 



50793 

trc70056232f ihl 

BLASTN 

gl66873 

95 

4.0e-46 

203 

87 

A. thaliana S-adenosylmethionine synthetase 2 
complete cds 



(sam-2) gene, 



50794 

trc700562332.hl 

BLASTX 

g2245108 

174 

8.0e-13 

40 

78 

(Z97343) ERE BP 



•4 homolog [Arabidopsis thaliana] 



8301 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



50795 

trc700562339.hl 

BLASTN 

g296444 

59 

6.0e-25 

127 

87 



NCBI Description G.max ADR 6 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50796 

trc700562358.hl 

BLASTN 

g297877 

108 

7.0e-54 

200 

89 

A.thali 
homolog 
ubiquit 



ana UBC10 mRNA for ubiquitin conjugating enzyme 

>gi_349212_gb_L00640_ATHUBCC Arabidopsis thaliana 
in conjugating enzyme mRNA, complete cds 



50797 

trc700562423.hl 

BLASTN 

g2317899 

254 

1.0e-141 

273 

99 

Glycine max Sali3-2 mRNA, complete cds 
50798 

trc700562506.hl 

BLASTX 

g2833311 

253 

5.0e-22 

68 

65 

HYPOTHETICAL 18.9 KD PROTEIN R07E5.13 IN CHROMOSOME III 

>gi_630728_pir S43605 R07E5.13 protein (clone R07E5) - 

Caenorhabditis elegans >gi_3878 94 6_emb_CAA83622_ (Z32683) 
R07E5.13 [Caenorhabditis elegans] 

50799 

trc700562520.hl 

BLASTX 

g3426048 

205 

4.0e-34 

86 

85 

(AC005168) putative hydroxymethylglutaryl-CoA lyase 
precursor [Arabidopsis thaliana] 



Seq. No. 



50800 



8302 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



trc700562565.hl 

BLASTX 

gll43511 

204 

2.0e-21 

58 

90 

(Z47076) Ser/Thr protein phosphatase homologous to PPX 

[Malus domestica] >gi_1586034_prf 2202340A Ser/Thr protein 

phosphatase [Malus domestica] 

50801 

trc700562579.hl 

BLASTX 

g3201680 

186 

3.0e-14 

60 

57 

(AF060941) extra-large G-protein [Arabidopsis thaliana] 
50802 

trc700562593.hl 

BLASTX 

gl351018 

196 

2.0e-15 

47 

74 

RSI-1 PROTEIN PRECURSOR (TR132) >gi_1076597_pir S43909 

RSI-1 protein - tomato >gi_405585 (L22188) RSI-1 protein 
[Lycopersicon esculentum] >gi_405587 (L22189) RSI-1 protein 
[Lycopersicon esculentum] 



Seq. No. 


50803 


Seq. ID 


trc700562675.hl 


Method 


BLASTX 


NCBI GI 


g3386611 


BLAST score 


228 


E value 


4.0e-19 


Match length 


77 


% identity 


52 


NCBI Description 


(AC004665) unknown 


Seq. No. 


50804 


Seq. ID 


trc700562694.hl 


Method 


BLASTX 


NCBI GI 


g4006878 


BLAST score 


208 


E value 


9.0e-17 


Match length 


54 


% identity 


67 


NCBI Description 


(Z99707) MAP3K-like 


Seq. No. 


50805 


Seq. ID 


trc700562764.hl 


Method 


BLASTN 



[Arabidopsis thaliana] 



8303 



# 



NCBI GI 


g4220624 




BLAST score 


85 




E value 


4. Oe-40 




Match length 


157 




% identitv 


89 




NCBI Description 


Vicia faba 


VHA2 mRNA for p-type H+-ATPase, complete cds 


Seq. No. 


50806 




Seq. ID 


trc700562766.hl 


Method 


BLASTX 




NCBI GI 


gll49569 




BLAST score 


177 




E value 


2.0e~13 




Match length 


36 




% identity 


86 




NCBI Description 


(Z50851) HD-zip [Arabidopsis thaliana] 


Seq. No. 


50807 




Seq. ID 


trc7005627 


87. hi 


Method 


BLASTX 




NCBI GI 


g4314388 




BLAST score 


438 




E value 


1.0e-43 




Match length 


96 




% identitv 


83 




NCBI Description 


(AC006232) 


hypothetical protein [Arabidopsis thaliana] 


Sea No 


50808 




Seq. ID 


trc700562801.hl 


Method 


BLASTN 




NCBI GI 


gl326160 




BLAST score 


58 




E valu^ 

1-1 V -I- \*L\w* 


5.0e-24 




Malr*?! "1 ^nrrh'h 


176 






93 




NCBI Description 


Phaseolus 


vulgaris dehydrin mRNA, complete cds 


Sea No 


50809 




Seq. ID 


trc7005628 


13. hi 


Method 


BLASTX 




NCBI GI 


g3172538 




BLAST score 


162 




E value 


1.0e-ll 




Match 1 p - na1 - h 


77 






47 




NCBI DesrriDt*ion 


(AF067789) 


t SNARE AtTLG2p [Arabidopsis thaliana] 


Sea. No. 


50810 




Seq. ID 


trc7005628 


51. hi 


Method 


BLASTX 




NCBI GI 


g2914703 




BLAST score 


241 




E value 


1.0e-20 




Match length 


96 




% identity 


51 




NCBI Description 


(AC003974) 


unknown protein [Arabidopsis thaliana] 



8304 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50811 

trc700562951.hl 

BLASTN 

gl70073 

166 

2.0e-88 

227 

94 

Soybean calmodulin 



(SCaM-3) mRNA, complete cds 



Seq. No. 50812 

Seq. ID trc700563012.hl 

Method BLASTN 

NCBI GI g667048 

BLAST score 48 

E value 4.0e-18 

Match length 148 

% identity 83 

NCBI Description P. vulgaris mRNA for protein phosphatase 1 (PP1) 

Seq. No. 50813 

Seq. ID trc700563020.hl 

Method BLASTN 

NCBI GI g3721539 

BLAST score 53 

E value 2.0e-21 

Match length 109 

% identity 87 

NCBI Description Nicotiana tabacum mRNA for Sulfite Reductase, complete cds 

Seq. No. 50814 

Seq. ID trc700563058.hl 

Method BLASTX 

NCBI GI g2760325 

BLAST score 336 

E value 8 . 0e-32 

Match length 89 

% identity 74 

NCBI Description (AC002130) F1N21.10 [Arabidopsis thaliana] 

Seq. No. 50815 

Seq. ID trc700563087.hl 

Method BLASTX 

NCBI GI g3421102 

BLAST score 232 

E value 1.0e-19 

Match length 90 

% identity 54 

NCBI Description (AF043530) 20S proteasome beta subunit PBB1 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



50816 

trc700563096.hl 

BLASTX 

g4522003 

228 

2.0e-22 



8305 



Match length 


87 


% identity 


67 


NCBI Description 


(AC007 069) putative 


Seq, No. 


50817 


Seq. ID 


trc700563110.hl 


Method 


BLASTX 


NCBI GI 


g4566505 


BLAST score 


395 


E value 


1.0e-38 


Match length 


93 


% identity 


75 


NCBI Description 


(AF102868) beta-D-g 




[Hordeum vulgare] 


Seq. No. 


50818 


Seq. ID 


trc700563111.hl 


Method 


BLASTN 


NCBI GI 


g871507 


BLAST score 


60 


E value 


3.0e-25 


Match length 


109 


% identity 


97 


NCBI Description 


P. sativum mRNA for 


Seq. No. 


50819 


Seq. ID 


trc700563113.hl 


Method 


BLASTN 


NCBI GI 


g2317899 


BLAST score 


260 


E value 


1. 0e-144 


Match length 


284 


% identity 


98 


NCBI Description 


Glycine max Sali3-2 


Seq. No. 


50820 


Seq. ID 


trc700563147.hl 


Method 


BLASTX 


NCBI GI 


g3036807 


BLAST score 


204 


E value 


5. 0e-20 


Match length 


89 


% identity 


53 


NCBI Description 


(AL022373) putative 


Seq. No. 


50821 


Seq. ID 


trc700563183.hl 


Method 


BLASTX 


NCBI GI 


g4314356 


BLAST score 


147 


E value 


6.0e-10 


Match length 


57 


% identity 


53 


NCBI Description 


(AC006340) putative 



putative protein kinase [Arabidopsis thaliana] 



rhamnosyltransf erase [Arabidopsis thaliana] 



Seq. No. 



50822 



8306 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



trc700563211.hl 

BLASTN 

g4454703 

267 

1.0e-149 

271 

100 

Homo sapiens HSPC008 mRNA, 



complete cds 



50823 

trc700563229.hl 

BLASTX 

g4432854 

147 

4.0e-ll 

83 
45 

(AC006300) hypothetical protein [Arabidopsis thaliana] 



50824 

trc700563289.hl 

BLASTN 

g3158473 

34 

4.0e-10 

86 
85 

Samanea saman aquaporin 1 



(Aqpl) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



50825 

trc700563378.hl 

BLASTX 

g2832642 

219 

1.0e-26 

94 

66 

(AL021710) putative protein [Arabidopsis thaliana] 
50826 

trc700563388.hl 

BLASTX 

g282946 

340 

3.0e-32 

93 

62 

Ca2+- transporting ATPase (EC 3.6.1.38) - tomato 
>gi_423783_pir_A46284 Ca (2+) -ATPase, LCA1 - 
Lycopersicon=tomatoes >gi_170378 (M96324) Ca2+- ATPase 
[Lycopersicon esculentum] >gi_4206311 (AF050495) Ca2+ ATP 
synthase [Lycopersicon esculentum] >gi_4206313 (AF050496) 
Ca2+ ATP synthase [Lycopersicon esculentum] 

50827 

trc700563417.hl 
BLASTX 



8307 



NCBI GI 


g3176669 


BLAST score 


153 


E value 


3.0e-10 


Match, lenath 


83 


2- n Hont "i +■ v 


43 


NCBI DescriDtion 


{AC004393) End is cut off. [Arabidopsis thaliana] 


Spa No 


50828 


Seq. ID 


trc700563458 .hi 


Method 


BLASTN 


NCBI GI 


gl044867 


BLAST score 


197 


E value* 

X— 1 V U J* L4V^ 


1. Oe-107 


Match lenath 


197 




100 


NCBI Description 


Glycine max mRNA for cinnamic acid 4 -hydroxylase (CYP73 




50829 


Seq. ID 


trc700563506.hl 


Method. 


BLASTN 


NCBI GI 


gl370197 


BLAST score 


147 


E value 


4 . 0e-77 


Matph 1 pnrrth 


211 


Sr "4 H pn +- i 


92 


NPRT npspri on 


L iaDonicus mRNA for small GTP— bindina orotein, RAB8E 




JUO JU 


Seq. ID 


trc700563522.hl 


Method 


BLASTX 


NCBI GI 


g3983665 


BLAST score 


357 


E value 


3.0e-34 


Match lenath 


99 


o xvudiLX i- y 


71 


NCBI Description 


(AB011271) imoortin-beta2 TOrvza satival 


C • \J » 


50831 


Seq. ID 


trc700563550 .hi 


Method 


BLASTN 


NCBI GI 


a438216 


BLAST score 


34 


E value 


1.0e-09 


Match 1 enath 


67 


% \ fipnt" H f\; 


85 




n • O a. L. -L V LULL iUiXLNiT. 1U1 J. O UUU11 J_ L. ^ J_ y J? J_ 1 1~ VJ-v^ » Cl X. i^J\J i\ y iuOC 




mult i— enzvme comnlex 




JUO JiL 


Sea ID 


trc700563609 hi 


Method 


BLASTX 


NCBI GI 


g399213 


BLAST score 


408 


E value 


3.0e-40 


Match length 


94 


% identity 


87 



NCBI Description ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA H0M0L0G 



8308 



# 



CD4B PRECURSOR >gi_100190_pir B35905 CD4B protein - tomato 

>gi_170435 (M32604) ATP-dependent protease (CD4B) 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50833 

trc700563628.hl 

BLASTN 

g4165487 

46 

7.0e-17 

90 

88 

Hordeum vulgare mRNA for alpha-tubulin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50834 

trc700563687.hl 

BLASTX 

g3901012 

346 

5.0e-33 

73 

81 

(AJ130885) xyloglucan endotransglycosylase 1 [Fagus 
sylvatica] 



Seq. No. 


50835 


Seq. ID 


trc700563711.hl 


Method 


BLASTX 


NCBI GI 


g4309738 


BLAST score 


152 


E value 


3.0e-10 


Match length 


46 


% identity 


61 


NCBI Description 


(AC006439) putative 


Seq. No. 


50836 


Seq. ID 


trc700563759.hl 


Method 


BLASTN 


NCBI GI 


gl813330 


BLAST score 


123 


E value 


7.0e-63 


Match length 


267 


% identity 


87 


NCBI Description 


Vigna radiata mRNA 




synthase, complete 


Seq. No. 


50837 


Seq. ID 


trc700563820.hl 


Method 


BLASTX 


NCBI GI 


g3695389 


BLAST score 


217 


E value 


9.0e-18 


Match length 


76 


% identity 


28 


NCBI Description 


(AF096371) contains 



1-aminocyclopropane-l-carboxylate 



milarity to D- 
2-hydroxyacid dehydrogenases (Pfam: 
19.11) [Arabidopsis thaliana] 



-isomer specific 
2-Hacid DH.hmm, score: 



8309 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50838 

trc700563871.hl 

BLASTX 

gl408296 

200 

8.0e-16 

96 

48 

(U61984) phosphoglucomutase A [Dictyostelium discoideum] 
50839 

trc700563905.hl 

BLASTN 

g218255 

74 

1.0e-33 

95 

93 

Soybean mRNA for early nodulin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50840 

trc700563954.hl 

BLASTN 

g974700 

46 

7.0e-17 

46 

100 

Glycine max 28S ribosomal 



RNA (28 S rRNA) gene 



50841 

trc700564003.hl 

BLASTX 

g3834314 

321 

6.0e-30 

100 

63 

(AC005679) Similar to gene piOlO glycosyltransf erase 
gi_22574 90 from S. pombe clone 1750 gb_AB004534. ESTs 
gb_T46079 and gb_AA394466 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50842 

trc700564066.hl 

BLASTX 

g3193302 

291 

2.0e-26 

98 

54 

(AF069298) contains similarity to a protein kinase domain 
(Pfam: pkinase.hmm, score: 166.20) and to legume lectins 
beta domain (Pfam: lectin_legB . hmm, score: 139.32) 
[Arabidopsis thaliana] 



8310 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



50843 

trc700564208.hl 

BLASTN 

gl906001 

60 

3.0e-25 

142 

92 

Glycine max nitrite reductase gene, 



complete cds 



50844 

trc700564271.hl 

BLASTX 

g!514643 

226 

3.0e-30 

90 

76 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 



50845 

trc700564312.hl 

BLASTX 

g3805962 

186 

2.0e-14 

56 
61 

(Y13772) laccase [Populus balsamifera subsp. 



trichocarpa] 



50846 

trc700564374.hl 

BLASTX 

gl36057 

120 

2.0e-ll 

61 
67 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

50847 

trc700564384.hl 

BLASTX 

g2832680 

119 

1.0e-14 

79 
30 

(AL021712) putative protein [Arabidopsis thaliana] 
50848 

trc700564423.hl 

BLASTX 

g3269291 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



320 

7.0e-30 

95 

67 

(AL030978) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50849 

trc700564685.hl 

BLASTN 

gl806145 

101 

1.0e-49 

229 
89 

M.sativa mRNA for cdc2 kinase homologue, 



cdc2MsF 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50850 

trc700564695.hl 

BLASTX 

g3650037 

142 

5.0e-09 

29 

100 

(AC005396) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50851 

trc700564776.hl 

BLASTN 

g2606080 

52 

6.0e-21 

60 
97 

Glycine max sucrose synthase 



(SS) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50852 

trc700564777.hl 

BLASTN 

g4240302 

54 

4.0e-22 

86 

91 

Homo sapiens mRNA 



for KIAA0907 protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50853 

trc700564889.hl 

BLASTN 

gll55239 

33 

1.0e-09 

49 

92 

Dianthus caryophyllus S-adenosylmethionine decarboxylase 1 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



mRNA, complete cds 



50854 

trc700564972 
BLASTX 
g3128228 
151 

4.0e-17 

66 

66 

(AC004077 
thaliana] 



hi 



putative ribosomal protein L18A [Arabidopsis 
>gi_3337376 (AC004481) putative ribosomal protein 



L18A [Arabidopsis thaliana] 
50855 

trc700565009.hl 

BLASTX 

g585452 

178 

2.0e-13 

51 

67 

MALATE OXIDOREDUCTASE (NAD), MITOCHONDRIAL 59 KD ISOFORM 
PRECURSOR (MALIC ENZYME) (ME) (NAD-DEPENDENT MALIC ENZYME) 

(NAD-ME) >gi_1076666_pir A53318 malate dehydrogenase 

(decarboxylating) (EC 1.1.1.39) 59K chain precursor, 
mitochondrial - potato >gi_438131_emb_CAA80547_ (Z23002) 
precursor of the 59kDa subunit of the mitochondrial 
NAD+-dependent malic enzyme [Solanum tuberosum] 

50856 

trc700565013.hl 

BLASTN 

g904153 

35 

1.0e-10 

116 

88 

Glycine max FAD2-2 microsomal omega- 6 desaturase mRNA, 
complete cds 

50857 

trc700565017.hl 

BLASTX 

g2316016 

368 

2.0e-35 

89 

80 

(CJ92650) MRP-like ABC transporter [Arabidopsis thaliana] 
50858 

trc700565019.hl 

BLASTX 

g3426064 

301 

1.0e-27 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 
60 

(AJ007588) monooxygenase [Arabidopsis thaliana] 
>gi_4467141_emb_CAB37510_ (AL035540) monooxygenase 2 (M02) 
[Arabidopsis thaliana] 

50859 

trc700565022.hl 

BLASTX 

g2661840 

227 

5.0e-19 

64 

72 

(Y15430) adenosine kinase [Physcomitrella patens] 
50860 

trc700565062.hl 

BLASTX 

g2462754 

263 

3.0e-23 

87 

56 

(AC002292) Unknown protein [Arabidopsis thaliana] 
50861 

trc700565074.hl 

BLASTN 

g310560 

141 

1.0e-73 

253 
89 

Soybean ascorbate peroxidase mRNA, complete cds 
50862 

trc700565156.hl 

BLASTX 

g4567265 

244 

3.0e-21 

54 

85 

(AC006841) putative kinesin protein [Arabidopsis thaliana] 
50863 

trc700565158.hl 

BLASTX 

g3212869 

107 

3.0e-09 

57 

49 

(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 



50864 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



trc700565166.hl 

BLASTN 

g2668743 

66 

8.0e-29 

154 

86 

Zea mays ubiquitin conjugating enzyme 
cds 



(UBC) mRNA, complete 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50865 

trc700565220.hl 

BLASTX 

g2982462 

157 

7.0e-ll 

83 
55 

(AL022223) putative protein [Arabidopsis thaliana] 



50866 

trc700565223.hl 

BLASTX 

g2558654 

261 

5.0e-23 

71 

72 

(AC002354) No definition line 



found [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



50867 

trc700565227.hl 

BLASTX 

g2281100 

140 

4.0e-09 

62 
45 

(AC002333) LecRKl protein kinase isolog [Arabidopsis 
thaliana] 

50868 

trc700565253.hl 

BLASTX 

g3913008 

100 

9.0e-10 

59 
55 

FRUCTOSE -BIS PHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi__3021338_emb_CAA06308_ (AJ005041) cytosolic 
fructose-1, 6-bisphosphate aldolase [Cicer arietinum] 

50869 

trc700565295.hl 

BLASTN 

g395078 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



90 

3-0e-43 

134 

92 

B.rapa ubiquitin and ribosomal protein mRNA, complete CDS's 



50870 

trc700565345.hl 

BLASTX 

gl931655 

268 

8.0e-24 

94 

54 

(U95973) receptor-kinase isolog 



[Arabidopsis thaliana] 



50871 

trc700565387.hl 

BLASTX 

g2660674 

154 

2.0e-10 

30 

87 

(AC002342) hypothetical protein [Arabidopsis thaliana] 
50872 

trc700565433.hl 

BLASTX 

g2501148 

127 

3.0e-15 

75 
58 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
>gi_387 6335_emb_CAB02099__ (Z79754) similar to TCTP protein; 
cDNA EST EMBL:D71034 comes from this gene; cDNA EST 
EMBL:D71224 comes from this gene; cDNA EST EMBL:D71479 
comes from this gene; cDNA EST EMBL:D71692 comes from this 
gene; cDNA EST EMBL:D72340 

50873 

trc700565440.hl 

BLASTX 

g2708745 

187 

2.0e-14 

43 

81 

{AC003952) putative calcium-dependent ser/thr protein 
kinase [Arabidopsis thaliana] 

50874 

trc700565442.hl 

BLASTN 

g2598656 

51 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



4.0e-20 

90 
90 

Vicia faba mRNA for elongation factor 1-alpha (EFl-a) 
50875 

trc700565466.hl 

BLASTX 

g4262154 

151 

5.0e-22 

83 

72 

(AC005275) putative protein phosphatase regulatory subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



50876 

trc700565486.hl 

BLASTX 

g3461846 

171 

2.0e-23 

87 

32 

(AC005315) putative zinc-finger protein [Arabidopsis 
thaliana] 

50877 

trc700565493.hl 

BLASTX 

g3834310 

231 

9.0e-20 

47 

89 

(AC005679) Similar to Ubiquitin-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb__H36151, gb_Z34711, gb_AA040983, and gb__T22122 
come from this gene. [Arabidopsis thaliana] 

50878 

trc700565495.hl 

BLASTX 

g423988 

136 

1.0e-08 

46 

57 

serine/threonine kinase homolog PR025 - Arabidopsis 
thaliana >gi_166813 (L04999) serine threonine kinase 
[Arabidopsis thaliana] 

50879 

trc700565540.hl 

BLASTX 

g3075397 

287 
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II 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-26 

79 

70 

(AC004484) 



hypothetical protein [Arabidopsis thaliana] 



50880 

trc700565618.hl 

BLASTX 

g3885334 

198 

2.0e-26 

93 

71 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 

50881 

trc700565652.hl 

BLASTX 

g2651308 

141 

6.0e-09 

35 

83 

(AC002336) putative myosin heavy chain [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50882 

trc700565663.hl 

BLASTX 

g2829912 

184 

3.0e-14 

47 

74 

(AC002291) Similar ATP-dependent RNA Helicase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



50883 

trc700565670.hl 

BLASTX 

g4510400 

198 

2.0e-29 

89 

80 

(AC006587) putative vacuolar-type H(+)-ATPase [Arabidopsis 
thaliana] 

50884 

trc700565706.hl 

BLASTX 

gl871187 

250 

5.0e-22 

64 

70 
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II 



NCBI Description (U90439) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50885 

trc700565743.hl 

BLASTX 

g4006884 

255 

3.0e-25 

86 

73 

(Z99707) BELl-like homeodomain protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50886 

trc700565793.hl 

BLASTX 

g3080420 

291 

2.0e-26 

92 

64 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50887 

trc700565837.hl 

BLASTX 

g4263507 

176 

6.0e-13 

84 

38 

(AC004044) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50888 

trc700565874.hl 

BLASTX 

g3928084 

267 

1.0e-23 

58 

76 

(AC0057 70) retrotransposon-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50889 

trc700565889.hl 

BLASTX 

g2827631 

317 

2.0e-32 

99 

47 

(AL021636) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



50890 

trc700565970.hl 
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Method BLASTX 

NCBI GI g3925277 

BLAST score 215 

E value 1.0e-17 

Match length 93 

% identity 46 

NCBI Description (AL032643) similar to Uncharacterized protein family 
UPE0034, Double-stranded RNA binding motif; cDNA EST 
yk489b3.5 comes from this gene; cDNA EST yk439g7.5 comes 
from this gene [Caenorhabditis elegans] 




Seq. No. 50891 

Seq. ID trc700566022.hl 

Method BLASTX 

NCBI GI g4220534 

BLAST score 322 

E value 4.0e-30 

Match length 91 

% identity 63 

NCBI Description (AL035356) putative protein [Arabidopsis thaliana] 

Seq. No. 50892 

Seq. ID trc700566084.hl 

Method BLASTN 

NCBI GI g4324966 

BLAST score 171 

E value 2.0e-91 

Match length 188 

% identity 98 

NCBI Description Glycine max ADP-ribosylation factor mRNA, partial cds 

Seq. No. 50893 

Seq. ID trc700566276.hl 

Method BLASTX 

NCBI GI g2829927 

BLAST score 178 

E value 2.0e-13 

Match length 59 

% identity 63 

NCBI Description (AC002291) Unknown protein [Arabidopsis thaliana] 

Seq. No. 50894 

Seq. ID trc700566309.hl 

Method BLASTN 

NCBI GI g3982595 

BLAST score 87 

E value 2.0e-41 

Match length 181 

% identity 87 

NCBI Description Glycine max cationic peroxidase 2 (Prx2) mRNA, complete cds 



Seq. No. 50895 

Seq. ID trc700566342.hl 

Method BLASTN 

NCBI GI g2317899 

BLAST score 257 

E value 1.0e-143 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277 
98 

Glycine max Sali3-2 mRNA, complete cds 
50896 

trc700566362.hl 

BLASTN 

gl665818 

70 

3.0e-31 

201 

85 

Human mRNA for KIAA0277 gene, complete cds 
50897 

trc700566412.hl 

BLASTN 

gl69988 

243 

1.0e-134 

276 

100 

Glycine max NADP-specif ic isocitrate dehydrogenase (idhl) 
mRNA, 3 1 end 

50898 

trc700566431.hl 

BLASTX 

g!083069 

258 

6.0e-23 

65 

68 

triacylglycerol lipase (EC 3.1.1.3) PGE precursor - bovine 
>gi_600757 (L26319) pregastric esterase [Bos taurus] 

50899 

trc700566543.hl 

BLASTX 

gl946366 

183 

8.0e-14 

95 

41 

(U93215) unknown protein [Arabidopsis thaliana] 
50900 

trc700566572.hl 

BLASTX 

g3892045 

253 

5.0e-22 

54 

81 

(AC002330) putative zinc finger protein [Arabidopsis 
thaliana] 



8321 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



50901 

trc7005€6655.hl 

BLASTN 

g206451 

198 

1.0e-107 

251 
95 

rat prostatein subunit c3, mrna 
50902 

trc700566662.hl 

BLASTX 

g4006867 

240 

8.0e-21 

52 
88 

(299707) putative protein [Arabidopsis thaliana] 
50903 

trc700566676.hl 

BLASTX 

g2497541 

123 

4.0e-13 

69 
59 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR 
>gi_482936__emb_CAA82222_ (Z28373) pyruvate kinase; plastid 
isozyme [Nicotiana tabacum] 

50904 

trc700566725.hl 

BLASTN 

gl279232 

38 

4.0e-12 

217 

16 

C.arietinum mRNA for proline rich protein 
50905 

trc700566785.hl 

BLASTX 

g3176711 

264 

2.0e-23 

86 

59 

(AC002392) bZIP-like protein [Arabidopsis thaliana] 
50906 

trc700566822.hl 

BLASTN 

g644492 

125 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-64 

200 

91 

Corn elongation factor lalpha gene, complete cds 
50907 

trc700566867.hl 

BLASTX 

g2529686 

246 

3.0e-21 

49 

90 

(AC002535) putative G-beta-repeat containing protein, 
partial [Arabidopsis thaliana] 



5' 



50908 

trc700567008.hl 

BLASTX 

g3128187 

290 

2.0e-26 

97 

58 

(AC004521) putative beta-glucosidase [Arabidopsis thaliana] 
50909 

trc700567131.hl 

BLASTX 

g3046815 

134 

6.0e-18 

61 

75 

(AL021687) cytochrome P450 [Arabidopsis thaliana] 
50910 

trc700567137.hl 

BLASTX 

g3281868 

237 

2.0e-20 

50 

84 

(AL031004) putative protein [Arabidopsis thaliana] 
50911 

trc700567177.hl 

BLASTX 

g2129953 

173 

6.0e-13 

42 

71 

laccase (EC 1.10.3.2) - common tobacco >gi_1685087 (U43542) 
diphenol oxidase [Nicotiana tabacum] 



8323 



Seq. No. 


50912 


Seq. ID 


trc700567193.hl 


Method 


BLASTX 


NCBI GI 


g4539324 


BLAST score 


195 


E value 


3.0e-15 


Match length 


74 


% identity 


62 


NCBI Description 


{AL035679) kinesin like Drotein rArabi rJnn=;i =i t*h^ 1 i Ana 1 


Seq. No. 


50913 


Seq. ID 


trc700567372.hl 


Method 


BLASTN 


NCBI GI 


g2304954 


BLAST score 


252 


E value 


1.0e-140 


Match length 


292 


% identity 


97 


NCBI Description 


Glycine max aluminum induced sali5— 4a mRNA rnmnl p1-p r-H^ 


Seq. No. 


50914 


Seq. ID 


trc700567378.hl 


Method 


BLASTX 


NCBI GI 


g4220537 


BLAST score 


287 


E value 


5 . Oe-26 


Mat ch 1 engt h 


65 


% identity 


77 


NCBI Description 


(AL035356) P^RTI 7 — 1 1 i nmtpin rarahiHnnci c f hal i anal 


Seq. No. 


50915 


Seq. ID 


trc700567515.hl 


Method 


BLASTX 


NCBI GI 


g4467147 


BLAST score 


227 


E value 


4 ,0e-19 


Match length 


59 


% identity 


76 


NCBI Description 


fATtD^SS^D \ nnt" si - i t^a r"\r*rN"f- oin f Z\ v =1 -i H /-sy-i oto f hal i an^l 
\ "JJ v >j — > o *± u } ^ULatx vc ^/iULclil [_ dJJ bio CIla.Xla.iiaj 


Seq. No. 


50916 


Seq. ID 


trc700567529 hi 


Method 


BLASTN 


NCBI GI 


g440856 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


53 


% identity 


92 


NCBI Description 


ja-luc ul± Luonuiiui xuii uiMri IOl iilrdSc SUDUulL 0 ana UKr S, 




TWILLS*' _1_ vl; l_ ~ LrU,0 


Seq. No. 


50917 


Seq. ID 


trc700567711.hl 


Method 


BLASTN 


NCBI GI 


g4406805 


BLAST score 


45 


E value 


3.0e-16 



8324 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



Arabidopsis thaliana chromosome II BAC T27K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

50918 

trc700567730.hl 

BLASTX 

g2842493 

356 

3.0e-40 

96 

85 

(AL021749) predicted protein [Arabidopsis thaliana] 



50919 

trc700567764, 

BLASTN 

gl220521 



hi 



BLAST score* 


84 


E value 


5.0e-40 


Match length 


108 


% identity 


94 


NCBI Description 


Glycine max TATA-box binding protein (STBP1) 
cds 


Seq. No. 


50920 


Seq. ID 


trc700567812.hl 


Method 


BLASTX 


NCBI GI 


g4220523 


BLAST score 


246 


E value 


3.0e-21 


Match length 


93 


% identity 


54 


NCBI Description 


(AL035356) putative alliin lyase [Arabidopsi 


Seq. No. 


50921 


Seq. ID 


trc700567825.hl 


Method 


BLASTX 


NCBI GI 


g2642648 


BLAST score 


233 


E value 


1.0e-36 


Match length 


87 


% identity 


94 


NCBI Description 


(AF033852) cytosolic heat shock 70 protein; 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



[Spinacia oleracea] >gi_2660768 (AF034616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034617) 
cytosolic heat shock 70 protein [Spinacia oleracea] 

50922 

trc700567840.hl 

BLASTN 

g2924653 

71 

8.0e-32 

188 

34 



8325 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDA7, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50923 

trc700567895.hl 

BLASTX 

g3426064 

193 

4.0e-15 

81 

47 

(AJ007588) monooxygenase [Arabidopsis thaliana] 
>gi_4467141_emb_CAB37510_ (AL035540) monooxygenase 2 (M02) 
[Arabidopsis thaliana] 





*J U ZJ *± 


uC^i J.LJ 


LM.C/UU30 / yji .ni 




T3T 3\CTM 


IN V^l_> J_ OX 


rrl fiQQ^6 


jDiiAoi score 


O 0 


Cj VaiUS 


z . ue-11 


L v Id Uv^II Xt3IlUL.Il 


10 


%. t H on ■( — 1 +• \t 


ftp 


NCBI Description 


Glycine max chalcone 


ucv^ . 1NO ■ 




oeq. 11J 


urc /uuoD/yoo.ni 


Method 


BliAbTX 


KTpRT (IT 




DijAoi score 


lol 


Hj vdiue 


3 . ue— 11 


i v idi,oii xerigun 


0 o 




<J -J 




1 nuuoy / iiypoL.nex.xcax 


Seq. No. 


50926 


Seq. ID 


trc700568325.hl 


Method 


BLASTX 


NCBI GI 


g3935167 


BLAST score 


208 


E value 


5.0e-17 


Match length 


45 


% identity 


87 


NCBI Description 


(AC004557) F17L21.10 


Seq. No. 


50927 


Seq. ID 


trc700568333.hl 


Method 


BLASTX 


NCBI GI 


g2239085 


BLAST score 


242 


E value 


1.0e-20 


Match length 


89 


% identity 


56 


NCBI Description 


(Z84384) anthranilate 



[Dianthus caryophyllus] 



Seq. No. 



50928 



8326 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



trc700568356.hl 

BLASTX 

g2494034 

212 

1.0e-17 

63 

62 

DIACYLGLYCEROL KINASE 1 (DIGLYCERIDE KINASE) (DGK 1) (DAG 

KINASE 1) >gi_2129573_pir S714 67 diacylglycerol kinase - 

Arabidopsis thaliana >gi_1374772__dbj_BAA09856_ (D63787) 
diacylglycerol kinase [Arabidopsis thaliana] 

50929 

trc700568422.hl 

BLASTX 

g2462748 

234 

2.0e-24 

70 

89 

(AC002292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 

50930 

trc700568659.hl 

BLASTN 

g829118 

85 

2.0e-40 

144 

90 

P. vulgaris gene for cyclophilin 
50931 

txt700731392.hl 

BLASTX 

g2459435 

185 

3.0e-14 

63 
59 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



50932 

txt700731443.hl 

BLASTN 

g!69972 

248 

1.0e-137 

248 
100 

Soybean glycinin A-la-B-x subunit mRNA, 
50933 

txt700731520.hl 
BLASTN 



complete cds 



8327 



NCRT GT 

LN^DX \J X 


y sj otio 


BLAST score 


202 


E value 


1.0e-110 


TV/T;2S -J- /"*Vi "1 /-s vs j~r4- Vi 

l w iciLv_.ll XcIXy LI1 


9 RPl 
Z jU 


^ lUcilLlLy 


Q7 




i\i-LO \jmijt) -Aunitz t.ryps-L] 




I-VJXXCOU/ ltLL\LNrT/ 14 J J 11 L. J 




OU J ft 


Q&n TV) 


t vt7nD7?1 S9fi hi 

U2i U / UU / .ill 


Mpfhod 


RLASTN 


NCBI GI 


a256426 


BLAST score 


245 


E value 


1.0e-135 


Tv/f a -J— /"*h "1 c\rin"t"h 


9 AQ 

Z 




i on 


LNUDx UeS CITip LJLOil 


Uvj*± Deta—congiycinin [soyo 




JOIU I1L J 


oecj. ino • 




UCL[i X U 


LXt /UU / .n± 




o xjrao x ln 


NCBI GI 


g4097895 


BLAST score 


122 


Hi Value 


o . ue 


lyiaxcn xeng Tzn 




% identity 


AQ 


IMk/Dl UCOUIipLXUIl 


\j±yL-_Liie iuax ndpin typs zo 


oeq . ino . 




OCVj . xl/ 


f y+- 7007^1 fi1 fi hi 

LXL / UU / JiOJ.D.111 






NCBI GI 


gl8535 


BLAST score 


2 63 


E value 


1 Ho— 1 A £. 


i v ia ten lenguii 


ZOO 


9- 1 ^"4 T"» ■+* t T T 

t> laeiirity 


i nn 


KTPRT ri^c:r , r""i of" i o-n 

WvDl JJCoLiXpLlUil 


ouyxjedii iiu\L\if4 loxv i.ne aipna 


oeq. wo* 


ouyj / 




+■ v-h7nn7^1 fil 7 hi 
LAL/UU/JlOi / .11 J. 


Mo +■ Vi H 


15 -brio 1 LN 


NCBI GI 


g736001 


BLAST score 


82 


"P" TT3 1 no 
Hi V CL-L U.tJ 


Z . US JO 


lxidLcii lenytn 


1 "5/! 


1 >J /"S "t™ 1 n +- T T 

^ xaenEiny 


O Q 


LN^-Dx Ucbul lption 


P oo-i a /QUI \ PirC; mPMli -F/-\t- 

b.soja ^oiiij u-yo iilkjna ior 


oeg. ino. 




q^rr TH 

UCij » X L/ 




Method 




NCBI GI 


gl8535 


BLAST score 


201 


E value 


1.0e-109 


Match length 


209 


% identity 


99 



3 mRNA, complete cds 



8328 



NCBI Description Soybean mRNA for the alpha subunit of beta-conglycinin 



oey. in \j • 








Method 


BLASTN 


NCBI GI 


g2108433 


DT ACT 1 <ri i~i -v* /-\ 

rsLi/ioi score 


loo 


E value 


o . ue— / z 


Jxiatcn lengtn 


on 


% identity 


Q Q 

o o 


nudI Description 


Phaseolus vulgaris gibberellin 20-oxidase mR 




_ _i _ 
cas 


Con KTo 
Ofc?q • 1NU • 






UXt / UU / 01 /OO.ui 


Method 


BLASTN 


NCBI GI 


g4097879 


DiiAbi score 


ll / 


E value 


j . ue-oy 


Match length 




% identity 


oo 


Nubl Description 


Bean pod mottle virus complete segment RNA1 




gene # complete cds 


beq. jno . 




Seq. ID 


txt700731804.hl 


Method 


BLASTN 


NCBI GI 


gl946328 


BLAST score 


62 


E value 


2 . Oe-26 


Match length 


11U 


% identity 


89 


NCBI Description 


Nicotiana tabacum prohibitin mRNA, complete 


beq. wo, 




beq. xu 


IXt /UU / jlojU.nl 


Method 


BLASTX 


NCBI GI 


g2244826 


rsixfib i score 


Ijo 


E value 


o . Ue-14 


Match length 


80 


% identity 


DO 


NCBI Description 


(Z97336) replication control protein homolog 




tnalianaj 


oeq • wo . 


J 




LXL / U U / 0X0*10. Ill 


Method 


BLASTN 


NCBI GI 


gl8628 


BLAST score 


147 


E value 


3.0e-77 


Match length 


240 


% identity 


91 


NCBI Description 


Soybean mRNA for A5A4B3 subunit s of glycinin 



complete 



>gi_2170692_dbj_E02461_E02461 cDNA encoding glycinine 
subunit A5A4B3 precursor 



8329 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



50944 

txt700731845.hl 

BLASTN 

gl8535 

257 

1.0e-143 

257 
100 

Soybean mRNA for the alpha subunit of beta-conglycinin 
50945 

txt700731864.hl 

BLASTN 

g218264 

240 

1.0e-132 

274 

100 

Glycine max mRNA for glycinin A2Bla subunit, complete cds 
50946 

txt700731961.hl 

BLASTN 

gl8638 

76 

3.0e-35 

96 

95 

Soybean Gy3 gene for glycinin subunit G3 
50947 

txt700732027.hl 

BLASTN 

gl8535 

208 

1.0e-113 

219 

99 

Soybean mRNA for the alpha subunit of beta-conglycinin 
50948 

txt700732039.hl 

BLASTX 

gl22007 

189 

1.0e-14 

38 
97 

HISTONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 14 9) [Petroselinum crispum] 

50949 

txt700732134.hl 

BLASTX 

gl076685 

220 



8330 



E value 
Match length 
% identity 
NCBI Description 



2.0e-18 

56 

36 

SPF1 protein - sweet potato >gi_484261_dbj_BAA06278_ 
(D30038) SPF1 protein [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50950 

txt700732139.hl 

BLASTN 

g4249567 

235 

1.0e-129 

259 

98 

Glycine max A5A4B3 glycinin gene, complete cds 
50951 

txt700732183.hl 

BLASTN 

g!8628 

213 

1.0e-116 

241 

97 

Soybean mRNA for A5A4B3 subunits of glycinin 
>gi_2170692_dbj_E02461_E02461 cDNA encoding glycinine 
subunit A5A4B3 precursor 



Seq. No. 


50952 


Seq. ID 


txt700732190.hl 


Method 


BLASTX 


NCBI GI 


g2281115 


BLAST score 


321 


E value 


4.0e-30 


Match length 


81 


% identity 


75 


NCBI Description 


(AC002330) putat. 




thaliana] 


Seq. No. 


50953 


Seq. ID 


txt700732219.hl 


Method 


BLASTN 


NCBI GI 


g218264 


BLAST score 


191 


E value 


1.0e-103 


Match length 


257 


% identity 


98 


NCBI Description 


Glycine max mRNA 


Seq. No. 


50954 


Seq. ID 


txt700732312.hl 


Method 


BLASTN 


NCBI GI 


g218264 


BLAST score 


243 


E value 


1.0e-134 


Match length 


251 


% identity 


99 



putative cullin-like 1 protein [Arabidopsis 



8331 



NCBI Description Glycine max mRNA for glycinin A2Bla subunit, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50955 

txt700732326.hl 

BLASTX 

g3738332 

233 

8.0e-20 

82 

52 

(AC005170) putative eukaryotic initiation factor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50956 

txt700732346.hl 

BLASTX 

gl495251 

309 

1.0e-28 

72 
78 

(Z70314) heat-shock protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50957 

txt700732358.hl 

BLASTN 

g256426 

237 

1.0e-131 

245 

99 

CG4 beta-conglycinin [soybeans, 
3840 nt] 



Forrest and Dare, Genomic, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50958 

txt700732428.hl 

BLASTN 

g2605509 

157 

3.0e-83 

157 

100 

Glycine max mRNA for alpha subunit of beta conglycinin, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50959 

txt700732448.hl 

BLASTN 

g4056476 

50 

2.0e-19 

90 
89 

Arabidopsis thaliana chromosome II BAC F3G5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



50960 



8332 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



txt700732519.hl 

BLASTX 

g3046696 

399 

3.0e-39 

86 

86 

(AL022224) CTP synthase like protein [Arabidopsis thaliana] 



oeq. no . 




oeq. xjj 


txt / uu / jiouz . ni 


Method 


"DT 7A CPV 




y j j jO^jo 




4.UU 


E value 


4.0e-23 


Match length 


56 


^ lacnLiiy 




NCBI Description 


(AF076924) polypyrimidine tract-binding protein hoitiol< 




[Arabidopsis thaliana] 


beq. No. 


buybz 


Seq. ID 


txt7 00732603 . hi 


Meuxioa 


BLASTN 




g / ooUUl 


BLAST score 


197 


E value 


1.0e-107 


Match length 


A A 1 

zOl 


% identity 


1 A A 

100 


NCBI Description 


G.soja (SHI) Gy5 mRNA for glycinin 


Seq. No. 


50963 


Seq. ID 


J_ __J_ 1 A A *7 O A A A A t_ "1 

txt700732890 . hi 


Method 


"dt a onivr 






OJjAiJ 1 O lw <w< J_ c 


Z. _L _> 


E value 


1.0e-116 


Match length 


237 


% identity 


97 


NCBI Description 


Glycine max A5A4B3 glycinin gene, complete cds 


Seq. No. 


50964 


Seq. ID 


txt700732904.hl 


Method 


BLASTN 


NCBI GI 


g218264 


BLAST score 


251 


E value 


1.0e-139 


Match length 


251 


% identity 


100 


NCBI Description 


Glycine max mRNA for glycinin A2Bla subunit, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



50965 

txt700732906.hl 

BLASTN 

g2924257 

54 

1.0e-21 

141 



8333 





84 


NCBI Description 


Tobacco chloroplast genome DNA 


O *Ci ^ • LNU i 


50966 


Seq. ID 


txt700732945 hi 


Method. 


BLAST N 


NCBI GI 


g!67227 


BLAST score 


158 




9. Oe-84 




242 






NCRT Dpsrrinf i on 


Caria va 1 "i a pn si f nrmi «; ittp^^p (nrp^ mRNA. coittDletp cds 

Q.X X L-X V J- JL CX w ilu JL JL V—/ J_ XLL JL LJ> 1*1 JL, d O ^ ^ J* ^ XLIX VX^IXTX ^ WXLLk-/ J- ^ wVAu 


Spa No 


50967 


Seq. ID 


txt700732965.hl 


Method 


BLASTN 


NCBI GI 


gl8608 


BLAST score 


252 


E value 


1.0e-140 


Matph Ipnath 


252 


§c i H p n +~ i f~ w 


1 00 




pi vrinp ttis^ mRNA for rrl vr i n i n >rri ^1706^^ rih>"i W09Af>9 F,0?4fi 




pDNA pncTidina a "I vc i n i rt p ^iitinnit A2R1 a DrprnT^or 

'ij't/l.lil ^HL><JuJ.l JL <A y -L. V 11C u UV Ul 1.L L nZj ±J J_ ti k/J. ^^/UJL UUJ. 


O C • ViKJ » 




Sea ID 


txt700732982 hi 


Mpthod 


BLASTX 


NCBI GI 


g3063710 


BLAST score 


294 


J_i v CL-L 


S Dp-27 
J • uc z. / 


Ma-l-pVi "1 on /"ft" In 


u / 


^ lUciitity 


76 
/ o 


NCBI Descrintion 


^AT.0? J ?S37^ r>nt"^t"ivp nrotPT rs TATATr*"! dr>n c ;"i thai i sna 1 




w ^ u ^ 


Sea ID 


txt700732983 hi 


Method 


BLASTN 


NCBI GI 




BLAST score 


239 


E value 


1.0e-132 


UClL.tw.II ±ciiy Lll 


947 
z. i / 


o -LU.CI1 L-L L y 


QQ 




^ /I V\ £5i 4~ s — ^ /~\ "r^ i^r njpt n i n i c! ^ ;V> oano TTa vvo ot - an /~4 ]™S a ~y ^ ^ to otd -t /~< 




?fi40 n-r-1 

JOriu IIU J 


qon Kin 


J U _7 / U 


Sea ID 


txt700732991 hi 


Met hod 


BLASTN 


NCBI GI 


g479059 


BLAST score 


241 


W T70 1 




Match length 


241 


% identity 


100 


NCBI Description 


G.max {Fiskeby V) mRNA for cysteine endopeptidase 


Seq. No. 


50971 


Seq. ID 


txt700733025.hl 



8334 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



# • 

BLAST N 
g256634 
201 

1.0e-109 

228 
49 

KTil=Kunitz trypsin inhibitor KTil, KTi2=Kunitz trypsin 
inhibitor KTi2 [soybeans, Genomic, 3269 nt] 

50972 

txt700733027.hl 

BLASTN 

gl8535 

196 

1.0e-106 

211 
99 

Soybean mRNA for the alpha subunit of beta-conglycinin 
50973 

txt700733049.hl 

BLASTN 

gl69972 

229 

1.0e-126 

244 
99 

Soybean glycinin A-la-B-x subunit mRNA, complete cds 



50974 

txt700733055.hl 

BLASTX 

g4432846 

194 

5.0e-16 

51 
90 

(AC006283) unknown protein 



[Arabidopsis thaliana] 



50975 

txt700733065.hl 

BLASTN 

g!8535 

193 

1.0e-104 

204 

99 

Soybean mRNA for the alpha subunit of beta-conglycinin 
50976 

txt700733071.hl 

BLASTN 

gl8634 

186 

1.0e-100 

241 

95 

8335 



NCBI Description Soybean Gyl gene for glycinin subunit Gl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50977 

txt700733106.hl 

BLASTN 

g736001 

270 

1.0e-150 

270 

100 

G.soja (SHI) Gy5 mRNA for glycinin 
50978 

txt700733146.hl 

BLASTN 

g479059 

223 

1.0e-122 

247 
98 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 
50979 

txt700733165.hl 

BLASTN 

gl046277 

95 

4.0e-4 6 

193 

87 

Phaseolus vulgaris embryo-specific acidic transcriptional 
activator PvAlf mRNA, complete cds 

50980 

txt700733184.hl 

BLASTN 

gl008880 

43 

4.0e-15 

55 
95 

Phaseolus vulgaris eukaryotic initiation factor 5 (eIF-5) 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50981 

txt700733187.hl 

BLASTN 

gl8628 

175 

6.0e-94 

247 

93 

Soybean mRNA for A5A4B3 subunit s of glycinin 
>gi_2170692_dbj_E02461_E02461 cDNA encoding glycinine 
subunit A5A4B3 precursor 



Seq. No. 



50982 



8336 



Seq. ID 


txt700733235 hi 


Method 


BLASTN 


NCBI GI 


gl8535 


BLAST score 


130 


F! va 1 np 

111 V CLX 


4 . Oe-67 




206 


9- -J H /jr\4- -? 4-TT 




NORT riP^on"] nt" "i on 


S nwhp^ n ttiRNIZX f ot fVip ^Imha ^nhimi f o"F hp1*3- 

kJUyJJCulX iUJAiN^l X LV X L. 11C d X kJl id O Li.LvLI.llX L WX iJC LCI 




JU-/0 J 


Sea ID 


txt700733257 hi 


Method. 


BLASTN 


NCBI GI 


g2305019 


BLAST score 


245 


E valnp 

1— J V CI. -1- L-*. I ^ 


1 Oe-135 


M^tph 1 pnrrth 

L J CI L> ^11 X ^ i 1 y L- 1 1 


245 


O 1UCUL1 


1 on 

X \J \J 


NCRT Dp spt i nt i on 


Rl vri m^x 2S a 1 hiiim i n nrp-Drnripnf i rip ttiRNA 

UJ.jrUJ.llC ILLClwX L. i*J CLXL^lXLUXli pL C ^/L U^C^J LXLiC IILLVLNaX / 


OCCJ • LNU . 


D U -7u ft 


Spa TD 


LA L / KJ KJ 1 J j£. ul • 1 IX 


Mpt hod 


RTiASTX 


NCBI GI 


a4455276 


BLAST score 


144 


E value 


2.0e-09 






^ iaeni,i.Ly 


R ^ 


lNUox uescripr.ion 


l/iLiU jooz / ) pepriue rransporrer - iiKe protein 




LllaXlalla J 


oeq. ino . 




JC^j. X L/ 




Mpthod 


JJliTVO J. LN 


NCBI GI 


gl8636 


BLAST score 


123 


E 1 np 
j_j v ax Lie; 


4 Op-6^ 


+■ r»h 1 on rr+" h 
riatuii tu 


X DJ 


^ xvJ.fciliL.XLy 


Q4 


i/i V_*lj J. L/C; O i LU L, ±U1 i 


ujKJysjtzlciLl uy^. y tJIlfc: 1UI yxyL^XIlXIi OLlL^LlilXL u^. 


Caff Kfo 




Spa TD 

Uv^ • XL/ 




Method 


BLASTN 


NCBI GI 


g288618 


BLAST score 


100 


V \tz* 1 no 

Lj V a.X LiC 




l v ia.Luil icily 


1 90 


^ lUcIlLlLy 


j D 


TvJf^R T Ho c fir i -pi-f- A r\Tt 


• ILLdX ud ij XX yollc IUI piuLclIldfac lnillJjl tOI 


OcC]« IMO . 


Cf|QQ*7 
0Ui70 / 


Seq. ID 


txt700733371 hi 


Method 


BLASTN 


NCBI GI 


g256426 


BLAST score 


236 


E value 


1.0e-130 


Match length 


244 



8337 



% identity 

NCB I De s cr ip t i on 



99 

CG4 beta-conglycinin [soybeans, Forrest and Dare, Genomic, 
3840 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50988 

txt700733377.hl 

BLASTN 

g747967 

128 

7.0e-66 

215 

93 

Glycine max glutamate 1- semi aldehyde aminotransferase 
(Gsal) gene, complete cds 



Sea No 


50989 




Seq. ID 


LaL / \J\J / JJjOZ, • IIJ. 




i 1C L11UU 


JjJjrlo 1 IN 




NCBI GI 






RT,7\QT «3pAra 
DJjriO 1 bOUIc 


1 6ft 
100 




Hi Vcl_LU.e 


y . ue— yu 




Matr*h 1 pnrri*h 


?4R 






100 






Glycine max mRNA 


for 


Seq. No. 


50990 




OCv^ • J.LJ 


txt700733405.hl 






BLASTN 




NPRT (21 


g218264 




Durio i ouuic 


164 




E value 


2.0e-87 






188 




O XUCl 1L-L t y 


97 




NCBI Description 


Glycine max mRNA 


for 


Seq. No. 


50991 




Seq. ID 


txt700733461.hl 




Method 


BLASTX 




NCBI GI 


g3334280 




BLAST score 


201 




E value 


5.0e-16 




Match length 


68 




% identity 


56 




NCBI Description 


OLEOSIN 16 KD (OSE70 




[Oryza sativa] 




Seq. No. 


50992 




Seq. ID 


txt700733463.hl 




Method 


BLASTN 




NCBI GI 


g3241923 




BLAST score 


54 




E value 


1.0e-21 




Match length 


131 




% identity 


46 





complete cds 



>gi 1171352 (U43930) 16 kDa oleosin 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, 
MMN10, complete sequence [Arabidopsis thaliana] 



PI clone: 



8338 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50993 

txt700733472.hl 

BLASTX 

g4468990 

277 

2.0e-25 

83 

75 

(AL035605) putative protein [Arabidopsis thaliana] 
50994 

txt700733488.hl 

BLASTN 

gl8640 

257 

1.0e-143 

257 
83 

G.max Gy4 gene for glycinin 
50995 

txt700733503.hl 

BLASTN 

gl8676 

137 

3.0e-71 

248 

92 

Soybean lox-3 gene for seed lipoxygenase-3 gene (EC 
1.13.11.12) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



50996 

txt700733554.hl 

BLASTN 

gl8542 

137 

3.0e-71 

198 

100 

Soybean Bg gene for basic 7S globulin 
50997 

txt700733621.hl 

BLASTX 

g4185599 

142 

4.0e-09 

71 

45 

(AB010708) Anthocyanin 5-aromatic acyltransf erase [Gentiana 
triflora] 

50998 

txt700733647.hl 

BLASTN 

gl69928 

249 



8339 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-138 

253 
100 

Glycine max alpha* -type beta conglycinin storage protein 
gene, complete cds, clone ch4A 

50999 

txt700733682.hl 

BLASTN 

g555890 

259 

1.0e-144 

259 
100 

Glycine max 7S storage protein alpha subunit mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51000 

txt700733713.hl 

BLASTX 

g585973 

218 

5.0e-18 

70 

81 

FRUCTOKINASE >gi_626018_pir S39997 fructokinase (EC 

2.7.1.4) - potato >gi_297015_emb_CAA78283_ (Z12823) 

fructokinase [Solanum tuberosum] >gi_1095321_prf 2108342A 

fructokinase [Solanum tuberosum] 



Seq. No. 


51001 


Seq. ID 


txt700733781.hl 


Method 


BLASTX 


NCBI GI 


g4455232 


BLAST score 


163 


E value 


9.0e-12 


Match length 


42 


% identity 


76 


NCBI Description 


(AL035523) putati 


Seq. No. 


51002 


Seq. ID 


txt700733804.hl 


Method 


BLASTN 


NCBI GI 


g4097895 


BLAST score 


240 


E value 


1.0e-132 


Match length 


252 


% identity 


99 


NCBI Description 


Glycine max napin 


Seq. No. 


51003 


Seq. ID 


txt700733810.hl 


Method 


BLASTN 


NCBI GI 


g256426 


BLAST score 


229 


E value 


1.0e-126 


Match length 


255 



3 mRNA, complete cds 



8340 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

CG4 beta-conglycinin [soybeans, Forrest and Dare, Genomic, 
3840 nt] 

51004 

txt700733848.hl 

BLASTX 

gl663648 

147 

1.0e-09 

73 

45 

(U75321) chromaffin granule ATPase II homolog [Mus 
musculus] 

51005 

txt700733889.hl 
BLAST N 
g944829 
143 

8.0e-75 

240 

97 

G.max mRNA for 24 kDa oleosin isoform (clone P24/91) 
51006 

txt700733961.hl 

BLASTN 

gll576 

253 

1.0e-140 

257 

100 

Soybean plastid DNA for rpsl2, rps7, 16S rRNA, tRNA-Val, 
NADH dehydrogenase and ORF 

51007 

txt700734056.hl 

BLASTN 

g3097320 

238 

1.0e-131 

258 
98 

Glycine max gene for Bd 30K, complete cds 
51008 

txt700734061.hl 

BLASTX 

g4204095 

275 

1.0e-24 

73 

68 

(AF030260) CYP94A1 [Vicia sativa] 



Seq. No. 



51009 



8341 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



txt700734135.hl 

BLASTN 

gl732555 

39 

4.0e-13 

67 
99 

Glycine max -desiccation protective protein LEA5 (Lea5) 
mRNA, complete cds 



51010 

txt700734181.hl 

BLASTN 

gl431744 

76 

4.0e-35 

100 

94 

Glycine max sucrose binding protein 
cds 



(sbp) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



51011 

txt700734243.hl 

BLASTN 

g806555 

160 

5.0e-85 

224 

93 

G.soja mRNA for glycinin 
51012 

txt700734306.hl 

BLASTX 

g3738332 

196 

1.0e-15 

72 

54 

(AC005170) putative eukaryotic initiation factor 
[Arabidopsis thaliana] 

51013 

txt700734320.hl 

BLASTN 

g218264 

127 

2.0e-65 

127 

100 

Glycine max mRNA for glycinin A2Bla subunit, complete cds 
51014 

txt700734338.hl 

BLASTN 

gll99562 

69 



8342 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 



5.0e-31 

118 

95 

Glycine max 34 kDa maturing seed vacuolar thiol protease 
mRNA, complete cds 

51015 

txt700734350.hl 

BLASTN 

gl8614 

152 

3.0e-80 

198 

95 

Soybean mRNA for glycinin AlaBx precursor 
>gi_2170694_dbj_E02463_E02463 cDNA encoding glycinine 
subunit AlaBlb precursor 





JlUlO 


oeq. lu 


txt / (JU/o4oo4. nl 


Method 


BLAST N 


W(_t>l (al 


gib d4u 




1 A Q 
14 i? 


E value 


i . ue— / o 


Match length 


168 


% identity 


97 


NCrix Description 


G.max Gy4 gene for glycinin 


Seq. No. 


51017 


oeq. iu 


HXt / UU /j4j oo . ni 


Method 


BLASTN 


NCBI GI 


g!8535 


biiAbi score 


14 O 




i . ue— / o 


Match length 


157 


% identity 


99 


NCBI Description 


Soybean mRNA for the alpha 


Seq. No. 


51018 


Seq. ID 


txt700734371.hl 


Method 


BLASTN 


NCBI GI 


gl69928 


BLAST score 


94 


E value 


1.0e-45 


Match length 


203 


% identity 


88 


NCBI Description 


Glycine max alpha 1 -type bet 




gene, complete cds, clone c] 


Seq. No. 


51019 


Seq. ID 


txt700734373.hl 


Method 


BLASTN 


NCBI GI 


gl70005 


BLAST score 


169 


E value 


2.0e-90 


Match length 


241 


% identity 


93 



8343 



II 



NCBI Description Soybean lectin (Lei) gene, complete cds 



Sea No 


51020 


Seq. ID 


txt700734381.hl 


Method 


BLASTX 


NPRT CJ 


n^dSl 074 


"RT Z\ Q T c>(^or*o 


96Q 


£j V a.1 Uc 






56 




ft£ 
O u 


inoox uescripcion 


\iiLU01 JZOJ putaUlve prULcin LmaDiaopSlS LnallailaJ 


Sea No 


51021 


Seq. ID 


txt700734423.hl 


Method 


BLASTN 


IN \-» .D ul 


rrftft7R79 


RT 7\ O T cmnTd 

DliflO 1 OUUIC 


o u 


E value 




Match 1 PTtnth 


227 
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rr9 S074 R R 






E value 


4.0e-18 


Match length 


52 




7 Q 


LiKsEX uesci.ipx.ion 
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[Spinacia oleracea] 


Sea No 


51023 


Seq. ID 


txt700734555.hl 


Method 


BLASTN 


NPRT (IT 


rr91 ft 9 f.A 




91 R 


E value 


1 Od_1 1 Q 

i . ue no 


J-1CL l~ 1^11 icily Lli 


947 


Q- T A t t T 

•s laeniiiy 


Q7 


NCBI Description 


Glycine max mRNA for glycinin A2Bla subunit, complete cd£ 




mno/i 


Seq. ID 


txt700734571 hi 


Method 


BLASTN 


NCBI GI 


g2598656 


BLAST score 


163 


E value 


9.0e-87 


Match length 


247 


% identity 


91 


NCBI Description 


Vicia faba mRNA for elongation factor 1-alpha (EFl-a) 



Seq. No. 51025 

8344 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



txt700734574.hl 

BLASTN 

g456713 

229 

1.0e-126 

249 

27 

Glycine max gene for ubiquitin, 



51026 

txt700734647.hl 

BLASTN 

g2598656 

152 

3.0e-80 

239 

91 

Vicia faba mRNA 



complete cds 



for elongation factor 1-alpha (EFl-a) 



51027 

txt700734728.hl 

BLASTX 

g515616 

377 

1.0e-36 

77 

92 

(X61608) LHC II Type III chlorophyll a /b binding protein 
[Brassica napus] 

51028 

txt700734744.hl 

BLASTX 

g2462753 

182 

9.0e-14 

66 

49 

(AC002292) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



51029 

txt700734747.hl 

BLASTX 

g2558664 

331 

3.0e-31 

85 

75 

(AC002354) hypothetical protein 
51030 

txt700734756.hl 

BLASTX 

g2459448 

139 

9.0e-12 



[Arabidopsis thaliana] 



8345 



Match length 

% identity 

NCBI Description 



66 
64 

(AC002332) 
tha liana] 



putative cinnamoyl-CoA reductase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51031 

txt700734774.hl 

BLASTX 

g4204308 

433 

3.0e-43 

89 

84 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

51032 

txt700734788.hl 

BLASTX 

g3413719 

227 

5.0e-19 

65 

69 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi_3643592 (AC005395) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 


51033 


Seq. ID 


txt700734849.hl 


Method 


BLASTX 


NCBI GI 


g3935173 


BLAST score 


252 


E value 


5.0e-22 


Match length 


61 


% identity 


64 


NCBI Description 


(AC004557) F17L21.16 [Arabidopsis thaliana] 


Seq. No. 


51034 


Seq. ID 


txt700734874.hl 


Method 


BLASTN 


NCBI GI 


g256428 


BLAST score 


124 


E value 


2.0e-63 


Match length 


145 


% identity 


97 


NCBI Description 


KTi3 (KTi3+) =Kunitz trypsin inhibitor [soybeans, 




Forrest, mRNA, 1259 nt] 


Seq. No. 


51035 


Seq. ID 


txt700734890.hl 


Method 


BLASTN 


NCBI GI 


gll73643 


BLAST score 


98 


E value 


5.0e-48 


Match length 


98 


% identity 


100 



8346 



NCBI Description Glycine max lipoxygenase (lox8) mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51036 

txt700734907.hl 

BLASTN 

g456713 

143 

7.0e-75 

231 

63 

Glycine max gene for ubiquitin, complete cds 
51037 

txt700734952.hl 

BLASTN 

g4097895 

229 

1.0e-126 

229 
100 

Glycine max napin-type 2S albumin 3 mRNA, complete cds 
51038 

txt700734967.hl 

BLASTN 

gl69928 

143 

7.0e-75 

219 

91 

Glycine max alpha 1 -type beta conglycinin storage protein 
gene, complete cds, clone ch4A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



51039 

txt700734987.hl 

BLASTN 

gl772307 

212 

1.0e-116 

228 

98 

Glycine max mRNA 



for glycinin, complete cds 



51040 

txt700735047.hl 

BLASTX 

g3928084 

156 

8.0e-ll 

81 

47 

(AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 

51041 

txt700735070.hl 
BLASTN 



8347 



NCBI GI 


g4097893 


BLAST score 


74 


E value 


1.0e-33 
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Seq. ID 


txt700735081 hi 


Method. 


BLASTN 


NCBI GI 


gl70013 


BLAST score 


54 


i_i v ax uj. >— ' 


9. Oe-22 




1U_, 


3- •( HoTTf* i +■ T/ 

O 1UC11L1 Ly 


O _7 


NCBI np<;rr i r>t "i on 


f^ovHp^n 1 i no'srvrrpn^ ^ 


Onn Ma 
OCy • 1NLJ * 


Jlu .J 




L._*_L- 1 \J\J / O _J L/ -7.J * 11X 


Mpt hod 




NCBI GI 


a4335715 


BLAST score 


304 


E value 


4.0e-28 


Maf rh 1 an rr"f~ Vi 
rJa LL.I1 XciiyL.ll 


D _? 


^ xQcilX_XT_.y 




jlmodx uescrxpuxon 


^iicuuDZ^o; pux.aL.xve 




yiUL-Uoyi Li ctiio iciaoc 


Oan - "NT A 
Ofcjy . 1NU • 


R1 04 zl 


Seq. ID 


t^1-70073Sl fi^ hi 


Mpt hod 




NCBI GI 


g2702268 


BLAST score 


357 


Hi V CtX U.t2 




via l. L-ii xciiy L-ii 


7.1 




aR 


MPRT DoQpri t^i+- -i An 

LNvDi. UC&LlipLlUH 


fAPOO^Ol^^ nut ?it- 1 ^ro 


O C y • 1 >i vJ • 


■SI 0-1 R 
•J X U ft o 


Seq. ID 


txf7007^S^71 hi 

L.-T-.L. / WU / OJO / X .11X 


Method 


BLASTN 


NCBT 

\_/ i_J -L <v_J J. 


rr47fi91 ? 


BLAST score 


72 


E value 


2.0e-32 


Ma i^Vi 1 AT") a "I - V*i 

i v ici l Xel_yu_i 


X_7ft 


^ xciciiuiuy 




inudx ueocription 


Glycine max Century 




cds 


Q o a Ma 
O C y • IN U • 


3-LL/4 D 


Seq. ID 


txt7 0073537 4 . hi 


Method 


BLASTN 


NCBI GI 


g218264 


BLAST score 


87 


E value 


2.0e-41 


Match length 


175 



1 precursor, mRNA, 



complete cds 



84 p24 oleosin isoform A gene f complete 



8348 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

Glycine max mRNA for glycinin A2Bla subunit, complete cds 
51047 

txt700735386.hl 

BLASTX 

g2895510 

215 

1.0e-17 

84 

48 

(AF033204) putative pectin methylesterase [Arabidopsis 
thaliana] 

51048 

txt700735465.hl 

BLASTX 

g4544372 

223 

1.0e-18 

79 
47 

(AC006920) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51049 

txt700735481.hl 

BLASTX 

g4539420 

162 

1.0e-ll 

66 

58 

(AL04 9171) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51050 

txt700735525.hl 
BLAST N 
g3097320 
229 

1.0e-126 

249 

98 

Glycine max gene for Bd 30K, complete cds 
51051 

txt700735543.hl 

BLASTX 

g4567227 

260 

5.0e-23 

82 

59 

(AC007119) putative transport protein [Arabidopsis 
thaliana] 



8349 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



51052 

txt700735604.hl 

BLASTN 

gll99562 

165 

6.0e-88 

266 

98 

Glycine max 34 kDa maturing seed vacuolar thiol protease 
mRNA, complete cds 

51053 

txt700735616.hl 

BLASTN 

g4191813 

257 

1.0e-143 

257 

100 

Glycine max mRNA for alpha' subunit of beta-conglycinin, 
complete cds 

51054 

txt700735636.hl 

BLASTX 

g3451075 

190 

9.0e-15 

80 
42 

(AL031326) putative protein [Arabidopsis thaliana] 
51055 

txt700735746.hl 

BLASTN 

gl8535 

192 

1.0e-104 

192 
100 

Soybean mRNA for the alpha subunit of beta-conglycinin 
51056 

txt700735748.hl 

BLASTN 

gl8535 

189 

1.0e-102 

193 

99 

Soybean mRNA for the alpha subunit of beta-conglycinin 
51057 

txt700735794.hl 

BLASTN 

gl8614 

191 



8350 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-103 

231 
96 

Soybean mRNA for glycinin AlaBx precursor 
>gi_2170694_dbj_E024 63_E024 63 cDNA encoding glycinine 
subunit AlaBlb precursor 

51058 

txt700735796.hl 

BLASTN 

g218264 

51 

6.0e-20 

191 

82 

Glycine max mRNA for glycinin A2Bla subunit, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51059 

txt700735848.hl 

BLASTN 

gl8628 

232 

1.0e-128 

255 
98 

Soybean mRNA for A5A4B3 subunits of glycinin 
>gi_2170692_dbj_E024 61_EG24 61 cDNA encoding glycinine 
subunit A5A4B3 precursor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51060 

txt700735873.hl 

BLASTN 

g3097320 

235 

1.0e-129 

250 

99 

Glycine max gene for Bd 30K, complete cds 
51061 

txt700735889.hl 

BLASTX 

g3063448 

186 

6.0e-18 

82 
60 

(AC003981) F22O13.10 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



51062 

txt700735923.hl 

BLASTN 

g479059 

254 

1.0e-141 

254 

100 



8351 



NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



G.max {Fiskeby V) mRNA for cysteine endopeptidase 
51063 

txt700735931.hl 

BLASTX 

g3935138 

209 

5.0e-17 

83 

29 

(AC005106) T25N20.2 [Arabidopsis thaliana] 
51064 

txt700735934.hl 

BLASTN 

g21981 

63 

4,0e-27 

181 

88 

V.angustifolia 25S/18S rRNA intergenic spacer DNA 
51065 

txt700736030.hl 

BLASTX 

g!743412 

223 

1.0e-18 

81 

44 

(Y09826) amino acid transporter [Solanum tuberosum] 



51066 

txt700736118.hl 

BLASTX 

g3080412 

203 

2.0e-16 

75 
51 

(AL022604) putative protein 



[Arabidopsis thaliana] 



51067 

txt700736123.hl 

BLASTN 

gl8542 

136 

1.0e-70 

196 

100 

Soybean Bg gene for basic 7S globulin 
51068 

txt700736209.hl 

BLASTN 

gl8535 

248 



8352 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-137 

256 

100 

Soybean mRNA for the alpha subunit of beta-conglycinin 
51069 

txt700736227.hl 

BLASTN 

gl70013 

51 

3.0e-20 

130 

96 

Soybean lipoxygenase-2 mRNA, complete cds 



51070 

txt700736230.hl 

BLASTX 

g2213615 

216 

8.0e-18 

85 

45 

(AC000103) F21J9. 



9 [Arabidopsis thaliana] 



51071 

txt700736277.hl 

BLASTX 

g229707 

303 

5.0e-28 

79 

70 

Bean pod mottle virus 
51072 

txt700736290.hl 

BLASTN 

gl8628 

185 

1.0e-100 

249 

94 

Soybean mRNA for A5A4B3 subunits of glycinin 
>gi_2170692_dbj_E02461_E02461 cDNA encoding glycinine 
subunit A5A4B3 precursor 

51073 

txt700736331.hl 

BLASTN 

g4432829 

36 

5.0e-ll 

119 

87 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



8353 



Sea No 

***** * liv * 


51074 


Seq. ID 


txt700736421.hl 


Method 


BLASTN 


NCBI GI 


g218264 


RT.AST qpnrp 


186 


Jii v ai Uc 


i np-i nn 

1 • Uc 1UU 


ij.cil.oii Lil 


9^n 


% i dent H t v 


96 


UCOL.lipL.lUll 


vjiyulllC iUdil ILlI\±Ni-i 1UI Ljiyolillll riZDla oU.iJU.IllL/ LOIlipicLC OLio 


Sea No 


51075 


Seq. ID 


txt700736431.hl 


Method 


BLASTX 


NCBI GI 


g3329366 


RT.A^T spore 

i-JJ— Ixt.iJ J. O L- VJ 1 ~ 


141 


T7"3 1 HP 
i-i v dJL L1C 


S Dp-HQ 


net l on icny L.H 


DO 


% identitv 


38 


iNV^Dl UCOLlJ.pLJ.Ull 


^nCUJlLl J/ UUUUIC opcLlllL piU Lclll INXJ 1 \J |_lJ\JLLlO J apUlllLUO 


Qprr No 


51076 


Seq. ID 


txt700736434 hi 

LA. L / \J \J / JLIM«J^I .111 


Mpt hod 


RT.ASTX 


NCBI GI 


gl842111 


BLAST score 


173 




1 Ho— 1 9 

i • ue iz 


ixiatcn xenyT,ii 




-s luenuiuy 


DO 


j.\io.di jjcocripLion 


/nfimfi^\ HanAT7 rflraKi r] A nc to f Vial i anal \/yi 1 1 £ 1 0 / TTQ *3 "3 O Q 

\uo / joo) decoy [HraDiaopsis Lnananaj -^gi lyjioiz (uyjjuo 




decoy [Arabidopsis th3.li.ana.] 






Seq. ID 


LA L / UU / Jul J J . Ill 


Method 


BLASTN 


NCBI GI 


g218264 


Duno i ouuic 


1 R9 
1 o z. 


j_ i v a a. Lie 




l v lct LOll IfcillLj LI1 


94 9 

Z *± Z 


O 1U.C11L1 uy 


Q4 


«LD1 UcoLiXpLlUil 


^Zl \Tf~* n no Tnav m R ?\T 7i f nr /tT \7j~""i n "i n 7\ Op 1 — > cnKnn ■! 4- /""OTYir^T afa p/^o 

uiyLiiic iiLdA iLLjc\i>Jri lui giycmin niDia suDunii., coiupxeLe ccijs 


Sea No 


51078 


Seq. ID 


txt700736460 hi 


Method 


BLASTN 


NCBI GI 


g479059 


DiiriO i aLUic 


Z ft _? 


Jl» VdluS 


1 flo_1 

i * ue loo 


i v iciLcn iencjLn 


9 / Q 

z4y 


O XUC11LX L_y 


1UU 


iNorsi uescriprxon 


G.max (Fiskeby V) mRNA for cysteine endopeptidase 


Seq. No. 


51079 


Seq. ID 


txt700736495.hl 


Method 


BLASTN 


NCBI GI 


gl772307 


BLAST score 


169 



8354 



E value 


2. Oe-90 


M^trh 1 enath 


221 


% 1 Hpn t i fv 


94 


NCBI Description 


Glycine max niRNA for glycinin, complete cds 


Sea No 


51080 


Seq. ID 


txt700736503.hl 


Method 


BLASTN 


NCBI GI 


gl772305 


BLAST score 


225 


E value 


1. Oe-124 


Match lenath 


245 


Sr i Hen 1 1 1" v 


98 


NCBI Description 


Glycine max iriRNA for glycinin, complete cds 


Sea No 


51081 


Seq. ID 


txt700736566.hl 


Method 


BLASTN 


NCBI GI 


g3097320 


BLAST score 


230 


F. MPi 1 np 

1—1 V CIXU^ 


1 Oe-127 


Mstph lenath 

1 Id, l~ ^11 _I_CL1^ Lli 


238 


£• \ rlpirl- "i t \t 




NCBI Desnrint i on 


(il vpi np Tn^x aene "FaT RH ^OK prnnnlete pH 6 ? 


CJqrr Ma 
O ti L£ • IN U * 


^1 Oft 9 


Sea TD 


txt700736 c i70 hi 

UAL / \J\J f _>U.J / \J • xlX 


Method 


BLASTN 


NCBI GI 


al69903 


BLAST score 


235 


E value 


1.0e-130 


Matr'h 1 enath 


^. o *j 




100 




c; o \ /h o ;a r~i 7q c: o o H Q'hriT'an'O nrnfci *n a 1 r^"h a cnhnni 4- 
ouyijcali / o oCCU o LUXavjc ^Ji. U l-teJXIl a. _L ^JI la. bUUUuXL 




from gmc - alpha 1 ~alpha 21 


Sea No 


51083 


Sea. ID 


txt700736572 hi 


Method 


BLASTN 


NCBI GI 


gl8535 


BLAST score 


192 


R va 1 np 

i— ■ vax U~ 


1 Oe-104 

X * UC X VJ *± 


Match lenath 


192 


§- -i HcSTltH +" \7 


i nn 

X VJ u 


NCBI Description 


Sovbean mRNA foi~ the alnha ^nhnni t" of hpfa-rn 


OCLj. V* KJ . 


S1 Oft 4 


Sea ID 


txt700736615 hi 


Method 


BLASTN 


NCBI GI 


g218264 


BLAST score 


181 


E value 


2.0e-97 


Match length 


185 


% identity 


99 


NCBI Description 


Glycine max mRNA for glycinin A2Bla subunit, 



(c) f 



complete cds 



Seq. No. 



51085 



8355 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



txt700736655.hl 

BLASTN 

gl8535 

92 

2.0e-44 

160 

89 

Soybean mRNA for the alpha subunit of beta-conglycinin 



51086 

txt700736690.hl 

BLASTN 

g3097320 

192 

1.0e-104 

196 

99 

Glycine max gene for 



Bd 3 OK, complete cds 



51087 

txt700736807.hl 

BLASTN 

g3097320 

231 

1.0e-127 

251 

98 

Glycine max gene for Bd 30K, complete cds 
51088 

txt700736822.hl 

BLASTN 

g3097320 

227 

1.0e-125 

247 

98 

Glycine max gene for Bd 30K, complete cds 
51089 

txt700736845.hl 

BLASTX 

g4097880 

396 

6.0e-39 

83 

92 

(U70866) polyprotein [Bean pod mottle virus] 
51090 

txt700736908.hl 

BLASTN 

gl8535 

208 

1.0e-113 

223 

98 



8356 



NCBI Description Soybean mRNA for the alpha subunit of beta-conglycinin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51091 

txt700736909.hl 

BLASTN 

gl4311 

153 

5.0e-81 

160 

99 

G.max chloroplast gene rpsl9 and flanking regions 
51092 

txt700736929.hl 

BLASTX 

g!809127 

187 

2.0e-14 

64 

56 

(U77674) terminal flower 1 [Arabidopsis thaliana] 
>gi_2208929_dbj_BAA20483_ (D86932) terminal flowerl 
[Arabidopsis thaliana] >gi_2208931_dbj_BAA20484_ (D87130) 
terminal flowerl [Arabidopsis thaliana] 
>gi_2208933_dbj_BAA20485_ (D87519) terminal flowerl 
[Arabidopsis thaliana] 



Seq. No. 


51093 


Seq. ID 


txt700736931.hl 


Method 


BLASTX 


NCBI GI 


g3980380 


BLAST score 


189 


E value 


5.0e-30 


Match length 


88 


% identity 


77 


NCBI Description 


(AC004561) putative 


Seq. No. 


51094 


Seq. ID 


txt700736943.hl 


Method 


BLASTN 


NCBI GI 


g456567 


BLAST score 


35 


E value 


2.0e-10 


Match length 


39 


% identity 


97 


NCBI Description 


Pisum sativum ubiqu 




cds 


Seq. No. 


51095 


Seq. ID 


txt700736992.hl 


Method 


BLASTN 


NCBI GI 


g3126853 


BLAST score 


54 


E value 


1.0e-21 


Match length 


86 


% identity 


91 



(UBC4), complete 



NCBI Description Oryza sativa chlorophyll a/b binding protein (RCABP8 9) 



8357 



mRNA, nuclear gene encoding chloroplast protein , complete 
cds 



Seq, No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



51096 

txt700737005.hl 

BLASTN 

g218264 

219 

1.0e-120 

258 
96 

Glycine max mRNA 



for glycinin A2Bla subunit, complete cds 



51097 

txt700737010.hl 

BLASTN 

g256428 

279 

l*0e-156 

279 

100 

KTi3 (KTi3+)=Kunitz trypsin inhibitor 
Forrest, mRNA, 1259 nt] 



[soybeans, Dare and 



51098 

txt700737016.hl 

BLASTX 

gll69286 

142 

3.0e-09 

33 

76 

BETAINE -ALDEHYDE DEHYDROGENASE PRECURSOR (BADH) 

>gi_1085671_pir S49205 betaine-aldehyde dehydrogenase 

1.2.1.8) precursor - Atriplex hortensis 
>gi_510574_emb_CAA49425_ (X69770) betaine-aldehyde 
dehydrogenase [Atriplex hortensis] 



51099 

txt700737019.hl 

BLASTN 

g4191813 

257 

1.0e-143 

281 
87 

Glycine max mRNA for alpha 1 
complete cds 



{EC 



subunit of beta-conglycinin, 



51100 

txt700737034, 
BLASTN 
gl431744 
46 

3.0e-17 

74 

92 



hi 



8358 



NCBI Description Glycine max sucrose binding protein (sbp) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51101 

txt700737038.hl 

BLASTN 

g!69972 

222 

1.0e-122 " 

278 

95 

Soybean glycinin A-la-B-x subunit 



mRNA, complete cds 



51102 

txt700737081.hl 

BLASTX 

g2160692 

397 

6.0e~39 

93 

73 

(U73527) B 1 regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51103 

txt700737102.hl 

BLASTN 

gl046277 

62 

2.0e-26 

78 

95 

Phaseolus vulgaris embryo-specific acidic transcriptional 
activator PvAlf mRNA, complete cds 



Seq. No. 


51104 


Seq. ID 


txt700737131.hl 


Method 


BLASTN 


NCBI GI 


g2370311 


BLAST score 


37 


E value 


1.0e-ll 


Match length 


97 


% identity 


85 


NCBI Description 


Medicago sativa mRNA 


Seq. No. 


51105 


Seq. ID 


txt700737231.hl 


Method 


BLASTN 


NCBI GI 


g2605509 


BLAST score 


255 


E value 


1.0e-141 


Match length 


255 


% identity 


86 


NCBI Description 


Glycine max mRNA for 




complete cds 


Seq. No. 


51106 



for alpha subunit of beta conglycinin, 



8359 



beq. iu 


txt /UU/o/zo4. nl 




Method 






NCBI GI 


gl69926 




BLAST score 


220 




E value 


1 . 0e-121 




Match length 


o o o 

228 




-6 identity 


99 




NCBI Description 


Soybean beta-conglycinin-alpha subunit 


mRNA, 3 1 end 


Seq. No. 


51107 




Seq. ID 


txt /0U737412.hl 




Method 


rSliAbiN 




NU-bl bl 


g4 iyio lo 




BLAST score 


145 




E value 


3.0e-76 




11 j» _ J_ 1_ T ______ A. 1_ 

Match length 


ICO 

153 




% identity 


99 




NCBI Description 


Glycine max mRNA for alpha' subunit of 


beta-conglycinin, 




complete cds 




Seq. No. 


51108 




Seq. ID 


txt700737429 .hi 




Method 


BLAbTN 




NCBI GI 


gI8621 




BLAST score 


47 




E value 


5 . 0e-18 




Match length 


99 




% identity 


91 




NCBI Description 


Soybean DNA for glycinin A2Bla subunit 




Seq. No. 


51109 




Seq. ID 


txt 7 007 37 5 93. hi 




Method 


BLASTN 




NCBI GI 


gl8764 




BLAST score 


228 




E value 


1 . Oe-125 




Match length 


236 




% identity 


99 




NCBI Description 


G.max tefSl gene for elongation factor 


EF-la 


Seq. No. 


51110 




Seq. ID 


txt700737605 . hi 




Method 


DT 7\ 0 TIM 




JNUol (al 


gl431744 




BLAST score 


83 




E value 


2.0e-39 




Match length 


111 




% identity 


94 




NCBI Description 


Glycine max sucrose binding protein (sbp) mRNA, complete 




cds 





Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



51111 

txt700737615.hl 

BLASTN 

g4191813 

100 

1.0e-49 



8360 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 
100 

Glycine max mRNA for alpha' subunit of beta-conglycinin, 
complete cds 

51112 

txt700737622.hl 

BLASTN 

gl8535 

189 

1.0e-102 

189 

100 

Soybean mRNA for the alpha subunit of beta-conglycinin 
51113 

txt700737638.hl 

BLASTN 

gl8620 

197 

1.0e-107 

233 

100 

Soybean mRNA fragment for Gy(4) glycinin 
51114 

txt700737677.hl 

BLASTN 

gl8619 

164 

1.0e-87 

164 

65 

Soybean mutant Gy(4) glycinin gene (null-allele) 
51115 

uC-gmflminsoy001b06bl 

BLASTX 

g2129636 

180 

7.0e-19 

125 

54 

lipase - Arabidopsis thaliana >gi_1145627 (Q38916) lipase 
[Arabidopsis thaliana] 

51116 

uC-gmf IminsoyOOleOlbl 

BLASTX 

g3738297 

339 

7.0e-32 

100 

26 

(AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 



51117 



8361 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmflminsoy001f04bl 

BLASTX 

g480618 

275 

2.0e-24 

68 

78 

ATAF1 protein - Arabidopsis thaliana (fragment) 
>gi_1345506_emb_CAA52771_ (X74755) ATAF1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51118 

uC-gmf lmins oy 0 0 1 f 0 8bl 

BLASTX 

g2244847 

260 

2.0e-22 

80 

64 

(Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 

51119 

uC-gmf Iminsoy001g03bl 

BLASTX 

g4559351 

151 

8.0e-10 

98 
38 

(AC006585) hypothetical protein [Arabidopsis thaliana] 
51120 

uC-gmflminsoy001h05bl 

BLASTX 

g3461838 

316 

5.0e-29 

156 

46 

(AC005315) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



51121 

uC-gmf IminsoyO 0 IhO 8bl 

BLASTX 

g3834310 

428 

3.0e-42 

86 

98 

(AC005679) Similar to Ubiquitin-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z244 64, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 



Seq, No. 



51122 



8362 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



uC-gmflminsoy002a03bl 

BLAST N 

g668997 

59 

1.0e-24 

131 

86 

Medicago sativa polygalacturonase mRNA, 



complete cds 



51123 

uC-gmflminsoy002b04bl 

BLASTN 

g668997 

79 

2.0e-36 

215 
84 

Medicago sativa polygalacturonase mRNA, complete cds 
51124 

uC-gmflminsoy002b09bl 

BLASTX 

g3695023 

155 

7.0e-ll 

62 
45 

(AF055850) unknown [Arabidopsis thaliana] 



51125 

uC-gmflminsoy002c05bl 

BLASTN 

g548320 

37 

1.0e-ll 

41 
98 

Glycine max dihydrodipicolinate synthase 
complete cds 

51126 

uC-gmf lminsoy 0 0 3a 0 8bl 

BLASTX 

g4558550 

522 

3.0e-53 

165 

61 

(AC007138) 
thaliana] 



(dapA) mRNA, 



putative protein transport factor [Arabidopsis 



51127 

uC-gmflminsoy003c08bl 

BLASTX 

g3776559 

650 

4.0e-68 



8363 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



168 
67 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

51128 

uC-gmflminsoy003d02bl 

BLASTX 

g2465923 

253 

1.0e-21 

109 

45 

(AF024 648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



51129 

uC- gmf lmins oy 0 0 3 dO 5b 1 

BLASTN 

g4389416 

189 

1.0e-102 

261 

93 

Glycine max nitrate reductase 



(nr2) gene, partial cds 



51130 

uC-gmflminsoy003f llbl 

BLASTX 

g4006855 

614 

6.0e-64 

166 

69 

(Z99707) Cu2+-transporting ATPase-like protein [Arabidopsis 
thaliana] 

51131 

uC-gmflminsoy003g04bl 

BLASTX 

g3641252 

593 

2.0e-61 

129 

82 

(AF053127) 
domestica] 



leucine-rich receptor-like protein kinase [Malus 



51132 

uC-gmf lmins oy003g07bl 

BLASTX 

g2462838 

379 

2.0e-36 
143 



8364 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 

(AF000657) unknown protein [Arabidopsis thaliana] 
51133 

uC-gmflminsoy005b06bl 

BLASTX 

g4467130 

252 

2.0e-31 

128 

60 

(AL035538) 
thaliana] 



glycosyltransferase like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51134 

uC-gmflminsoy005g07bl 

BLASTX 

g4467111 

407 

6.0e-40 

109 

69 

(AL035538) putative protein [Arabidopsis thaliana] 
51135 

uC-gmflminsoy007d01bl 

BLASTX 

g2497742 

167 

1.0e-ll 

52 
52 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 
>gi_995907 (U15153) nonspecific lipid transfer protein 
precursor [Gossypium hirsutum] 

51136 

uC-gmf lminsoy007dllbl 

BLASTX 

g3805854 

434 

6.0e-43 

127 

64 

(AL031986) putative protein [Arabidopsis thaliana] 
51137 

uC-gmf Iminsoy007e01bl 

BLASTX 

g2809246 

339 

7.0e-32 

112 

54 

(AC002560) F2401.15 [Arabidopsis thaliana] 



Seq. No. 



51138 



8365 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



uC-gmflminsoy008a01bl 

BLASTX 

g3297823 

263 

7.0e-23 

120 

47 

(AL031032) 



putative protein [Arabidopsis thaliana] 



51139 

uC-gmflminsoy008al2bl 

BLASTX 

g3193296 

224 

2.0e-18 

133 

44 

(AF069298) similar to pectinesterase [Arabidopsis thaliana] 



51140 

uC-gmf lminsoy 0 0 8 dO lbl 

BLASTX 

g3024871 

396 

2.0e-38 

127 

57 

HYPOTHETICAL 77 
>gi_100157 9_dbj 
sp.] 



3 KD PROTEIN SLL0005 
BAA10206 (D64000) ABCl-like 



[Synechocystis 



51141 

uC-gmflminsoy008e05bl 

BLASTN 

gl946337 

194 

1.0e-105 

239 

98 

Glycine max alternative oxidase (Aox3) mRNA, nuclear 
encoding mitochondrial protein, complete cds 



gene 



51142 

uC-gmflminsoy008gl0bl 

BLASTX 

g4559388 

241 

2.0e-20 

136 

35 

(AC006526) hypothetical protein [Arabidopsis thaliana] 
51143 

uC-gmf Iminsoy010a03bl 

BLASTN 

g3821780 

37 



8366 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



2.0e-ll 

53 

52 

Xenopus 



laevis cDNA clone 27A6-1 



51144 

uC-gmflminsoy010a09bl 

BLASTX 

g2088651 

192 

1.0e-14 

110 

43 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

51145 

uC-gmflminsoy010b02bl 

BLASTX 

g4335717 

145 

5.0e-09 

115 

33 

(AC006248) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



51146 

uC-gmflminsoy010d02bl 

BLASTX 

g462187 

404 

1.0e-39 

102 

79 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_282928_pir A42906 serine 

hydroxymethyl transferase - garden pea >gi_169158 (M8764 9) 
serine hydroxymethyltransf erase [Pisum sativum] 

51147 

uC-gmflminsoyOlOelObl 

BLASTX 

gl628482 

147 

3.0e-09 

74 

8 

(X97570) embryogenesis transmembrane protein 
51148 

uC-gmflminsoyOlOellbl 
BLASTX 
g861155 
596 

6.0e-62 



[Zea mays] 



8367 



I 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 
85 

(Z35162) beta-fructofuranosidase; cell wall invertase I 
fructosidase [Vicia faba] 

51149 

uC-gmflminsoy010f08bl 

BLASTX 

g3063455 

373 

7.0e-36 

103 

67 

(AC003981) F22013.17 [Arabidopsis thaliana] 



51150 

uC-gmf Iminsoy010g07bl 

BLASTX 

g2665637 

377 

3.0e-36 

124 

57 

(AF031087) mismatch repair protein MSH6 



[Mus mus cuius] 



51151 

uC-gmflminsoy010g08bl 

BLASTX 

g4388726 

251 

4.0e-22 

77 

75 

(AC006413) putative 12-oxophytodienoate-10, 11-reductase 
[Arabidopsis thaliana] 

51152 

uC-gmflminsoyOlOgllbl 

BLASTX 

g4335751 

430 

2.0e-42 

130 

33 

(AC006284) 
thaliana] 



putative methyltransf erase [Arabidopsis 



51153 

uC-gmflminsoy011b02bl 

BLASTX 

g3395431 

338 

1.0e-31 

110 

65 

(AC004683) unknown protein [Arabidopsis thaliana] 



8368 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51154 

uC-gmf lmins oy 0 1 ldl lb 1 

BLASTX 

g2827546 

210 

3.0e-17 
74 
50 

(AL021635) 
thaliana] 



cytochrome P450 like protein [Arabidopsis 



Seq . No * 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



51155 

uC-gmflminsoy011g02bl 

BLASTN 

g3337347 

35 

3.0e-10 

79 

86 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

51156 

uC-gmflminsoy011g08bl 

BLASTX 

g4314359 

180 

3.0e-13 

74 

50 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
51157 

uC-gmflminsoy011g!2bl 

BLASTX 

g4567214 

397 

8.0e-39 

110 

36 

(AC007113) putative actin-binding protein villin 1 
[Arabidopsis thaliana] 

51158 

uC-gmflminsoy012bl2bl 

BLASTX 

g4539460 

140 

8.0e-09 

81 
36 

(AL04 9500) putative protein [Arabidopsis thaliana] 
51159 

uC-gmflminsoy012f01bl 

BLASTN 

g515691 



8369 



# 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



260 

1.0e-144 

268 
99 

Glycine max Forrest beta-tubulin (tubB3) mRNA, partial cds 
51160 

uC-gmflminsoy012f07bl 

BLASTX 

g2829923 

248 

3.0e-21 

77 

37 

(AC002291) 
thaliana] 



Similar to uridylyl transferases [Arabidopsis 



51161 

uC-gmf Iminsoy012hl2bl 

BLASTN 

gl304226 

104 

2.0e-51 

279 

90 

Soybean mRNA for epoxide hydrolase, 



complete cds 



51162 

uC-gmf IminsoyO 1 4d0 8bl 

BLASTX 

g4490702 

362 

1.0e-34 

102 
70 

(AL035680) hypothetical protein [Arabidopsis thaliana] 
51163 

uC-gmflminsoy014dllbl 

BLASTX 

g2244971 

161 

6.0e-ll 

38 
84 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
51164 

uC-gmflminsoy017al2bl 

BLASTX 

g3859570 

172 

2.0e-12 

45 

64 

(AF098753) unknown [Oryza sativa] 



8370 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51165 

uC-gmflminsoy017bl2bl 

BLASTX 

g4115913 

417 

5.0e-41 

132 

58 

(AF118222) contains similarity to Iron/Ascorbate family of 
oxidoreductases (Pfam: PF00671, Score-307.1, E=2.2e-88, 
N=l) [Arabidopsis thaliana] >gi_4539409_emb_CAB40042 . 1_ 
(AL049524) putative flavanone 3-beta-hydroxylase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51166 

uC-gmflminsoy018c08bl 

BLASTX 

g4467125 

229 

5.0e-19 

102 
44 

(AL035538) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51167 

uC-gmflminsoy018d08bl 

BLASTX 

g4263790 

667 

3.0e-70 

149 

89 

(AC006068) putative ch-TOG protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51168 

uC-gmflminsoy018f07bl 

BLASTX 

g3721856 

157 

2.0e-10 

52 

54 

(AB014057) beta-Amyrin Synthase 



[Panax ginseng] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51169 

uC-gmf IminsoyO 1 8h0 9b 1 

BLASTX 

g3758833 

441 

3.0e-47 

139 

66 

(Y18225) MtN6 [Medicago truncatula] 



Seq. No. 
Seq. ID 
Method 



51170 

uC-gmf IminsoyO 19al2bl 
BLASTX 



8371 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl352075 
246 

2.0e-21 

63 

65 

BETA-GALACTOSIDASE PRECURSOR (LACTASE) 

>gi_1076460_pir S52393 beta-galactosidase (EC 3.2.1.23) 

wild cabbage >gi_669059_emb_CAA59162_ (X84684) 
beta-galactosidase [Brassica oleracea] 

51171 

uC-gmflminsoy019e02bl 

BLASTN 

g3821780 

33 

4.0e-09 

35 
59 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51172 

uC-gmf Iminsoy019e06bl 

BLASTX 

g4220485 

339 

4.0e-32 
91 
69 

(AC006069) 
thaliana] 



putative beta-1, 3-glucanase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51173 

uC-gmf IminsoyO 1 9f 0 4bl 

BLASTX 

g4539330 

294 

9.0e-27 

103 

57 

(AL035679) putative receptor-like protein kinase (fragment) 
[Arabidopsis thaliana] 

51174 

uC-gmflminsoy020al0bl 

BLASTX 

g3367534 

516 

1.0e-52 

115 

82 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 



51175 

uC-gmflminsoy020b05bl 
BLASTX 



8372 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4335731 
142 

8.0e-09 

56 

41 

(AC006248) 



putative polyprotein [Arabidopsis thaliana] 



51176 

uC-gmf lminsoy020cllbl 

BLASTN 

g2213533 

39 

8.0e-13 

79 
87 

P. sativum mRNA encoding DNA-binding PDl-like protein 



51177 

uC-gmflminsoy020el2bl 

BLASTX 

g2443878 

147 

2.0e-09 

74 

54 

(AC002294) Unknown protein 



[Arabidopsis thaliana] 



51178 

uC-gmflminsoy020f01bl 

BLASTX 

g563247 

375 

2.0e-36 

79 

92 

(U16279) acetolactate synthase precursor [Xanthium sp.] 
51179 

uC-gmflminsoy020f05bl 

BLASTX 

g3004564 

175 

1.0e-12 

44 

66 

(AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 



51180 

uC-gmflminsoy021a03bl 

BLASTN 

gl438880 

263 

1.0e-146 

379 

92 

Glycine max choline kinase GmCK2p mRNA, 



complete cds 



8373 



II 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51181 

uC-gmf Iminsoy021a07bl 

BLASTX 

g399227 

327 

2.0e-30 

140 
49 

CENTROMERIC PROTEIN E (CENP-E PROTEIN) 

>gi_284038jpir S28261 centromere protein E - human 

>gi_298 65_emb_CAA78727_ (Z15005) CENP-E [Homo sapiens] 
>gi_4502781_ref_NP_001804.1_pCENPE_ centromere protein E 
(312kD) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51182 

uC-gmflminsoy021c08bl 

BLASTX 

g3212879 

249 

3.0e-21 

120 

44 

(AC004005) 
thaliana] 



putative ribosomal protein L7 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51183 

uC-gmflminsoy021d08bl 

BLASTX 

g4335857 

278 

8.0e-25 

93 

58 

(AF049347) berberine bridge enzyme [Berberis stolonifera] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51184 

uC-gmflminsoy021g09bl 

BLASTX 

g2388586 

366 

3.0e-35 

90 

74 

(AC000098) Similar to Saccharomyces RAD16 
[Arabidopsis thaliana] 



(gb_X78993) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51185 

uC-gmf lminsoy02 lgl2bl 

BLASTN 

g3821780 

36 

9.0e-ll 

39 

62 

Xenopus laevis cDNA clone 27A6-1 



8374 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



51186 

uC-gmflminsoy022b07bl 

BLASTX 

g4455329 

506 

2.0e-51 

107 

90 

(AL035525) lysine-ketoglutarate reductase/saccharopine 
[Arabidopsis thaliana] 

51187 

uC-gmflminsoy022c02bl 

BLASTX 

g4102600 

409 

4.0e-40 

87 

86 

(AF0134 67) ARF6 [Arabidopsis thaliana] 
51188 

uC-gmflminsoy022cl2bl 

BLASTN 

g3821780 

37 

3.0e-ll 

45 
65 

Xenopus laevis cDNA clone 27A6-1 
51189 

uC-gmflminsoy022d07bl 

BLASTX 

g2245028 

231 

5.0e-19 

135 
33 

(Z97341) limonene cyclase [Arabidopsis thaliana] 
51190 

uC-gmflminsoy022el0bl 

BLASTN 

g2264319 

36 

1.0e-10 

64 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXA21, complete sequence [Arabidopsis thaliana] 

51191 

uC-gmf lminsoy022ellbl 

BLASTX 

g2739168 

302 



8375 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-27 

107 

55 

(AF032386) 
tabacum] 



aldose-l-epimerase-like protein [Nicotiana 



51192 

uC-giaflminsoy022g01bl 

BLASTX 

g3882211 

193 

9.0e-15 

102 
43 

(AB018288) KIAA0745 protein [Homo sapiens] 
51193 

uC-gmflminsoy022h04bl 

BLASTX 

g3367578 

548 

3.0e-56 

154 

68 

(AL031135) protein kinase 
thaliana] 



like protein [Arabidopsis 



51194 

uC-gmflminsoy022h08bl 

BLASTX 

g3080375 

279 

7.0e-25 

127 

48 

(AL022580) putative protein [Arabidopsis thaliana] 



51195 

uC-gmflminsoy022hl0bl 

BLASTN 

gl66739 

125 

8.0e-64 

305 

85 

A. thaliana histone H4 



gene, complete cds 



51196 

uC-gmflminsoy023b06bl 

BLASTX 

g4151321 

429 

2.0e-42 

113 

82 

(AF089085) putative auxin efflux carrier protein; AtPINl 
[Arabidopsis thaliana] 



8376 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51197 

uC-gmf Iminsoy023e0 6b 1 

BLASTX 

g3047082 

412 

2.0e-40 

94 

74 

(AF058914) similar to Vigna radiata pectinacetylesterase 
precursor (GB:X99348) [Arabidopsis thaliana] 

51198 

uC-gmflminsoy023el2bl 

BLASTX 

g2842424 

310 

2.0e-28 

140 

44 

(AJ223948) RNA helicase [Homo sapiens] 
51199 

uC-gmf Iminsoy023g06bl 

BLASTX 

g3776567 

301 

1.0e-27 

98 
62 

(AC005388) Strong similarity to F21B7.33 gi_2809264 from A. 
thaliana BAC gb_AC002560. EST gb_N65119 comes from this 
gene. [Arabidopsis thaliana] 

51200 

uC-gmf Iminsoy024c01bl 

BLASTX 

g4580395 

301 

2.0e-27 

131 

50 

(AC007171) putative kinesin-related protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51201 

uC-gmf lminsoy02 4 f 0 9bl 

BLASTX 

g3157927 

307 

4.0e-28 

116 

56 

(AC002131) Contains similarity to GDP-dissociation 
inhibitor gb_L07 918 from Mus musculus. [Arabidopsis 
thaliana] 



8377 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



51202 

uC-gmflminsoy024g!0bl 

BLASTX 

g4204288 

211 

2.0e-21 

79 

60 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



51203 

uC-gmflitiinsoy025e05bl 

BLASTX 

gl346771 

426 

6.0e-42 

151 

47 

PHOSPHOENOL PYRUVATE CARBOXYKINASE (ATP) 

>gi_1086117_pir S52988 phosphoenolpyruvate carboxykinase 

(PCK1) - Urochloa panicoides >gi_607752 (U09241) 
phosphoenolpyruvate carboxykinase [Urochloa panicoides] 

51204 

uC-gmflminsoy025f03bl 

BLASTN 

g4249393 

43 

5.0e-15 

51 
96 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

51205 

uC-gmflminsoy025fl2bl 

BLASTX 

g461812 

187 

4.0e-14 

78 
46 

CYTOCHROME P450 72 (CYPLXXII) (PROBABLE 

GERANIOL- 1 0 -HYDROXYLASE ) (GE10H) >gi_167484 (L10081) 

Cytochrome P-450 protein [Catharanthus roseus] 

>gi__445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 

51206 

uC-gmflminsoy025h02bl 

BLASTX 

g3980412 

379 

1.0e-36 

120 

64 



8378 



NCBI Description (AC004561) pumilio-like protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51207 

uC-gmf Iminsoy026c03bl 

BLASTX 

g2384671 

413 

1.0e-40 

126 
58 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 

51208 

uC-gmflminsoy027b07bl 

BLASTN 

g3329367 

39 

1.0e-12 

115 
84 

Arabidopsis thaliana nodulin-like protein mRNA, partial cds 
51209 

uC-gmflminsoy027bllbl 

BLASTX 

gl708191 

438 

1.0e-43 

112 

78 

HEXOSE CARRIER PROTEIN HEX 6 >gi_4 67319 
carrier protein [Ricinus communis] 



(L08188) hexose 



51210 

uC-gmflminsoy027c02bl 

BLASTX 

g4580469 

255 

3.0e-22 

82 

59 

(AC006081) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 51211 

Seq. ID uC-gmflminsoy027c07bl 

Method BLASTX 

NCBI GI g2642158 

BLAST score 150 

E value 6.0e-10 

Match length 55 

% identity 51 

NCBI Description (AC003000) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 51212 

Seq. ID uC-gmflminsoy027f06bl 



8379 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3142290 

293 

2. 0e~26 

141 

52 

(AC002411 
elegans . 



) Contains similarity to gb_Z69902 from C. 
[Arabidopsis thaliana] 



Seq. No. 51213 

Seq. ID uC-gmflminsoy027g03bl 

Method BLASTX 

NCBI GI g39534 62 

BLAST score 148 

E value 2.0e-09 

Match length 97 

% identity 29 

NCBI Description (AC002328) F2QN2.7 [Arabidopsis thaliana] 

Seq. No. 51214 

Seq. ID uC-gmflminsoy028b01bl 

Method BLASTX 

NCBI GI g21693 

BLAST score 300 

E value 3.0e-27 

Match length 69 

% identity 74 

NCBI Description (X66012) cathepsin B [Triticum aestivum] 

Seq. No. 51215 

Seq. ID uC-gmflminsoy028hl2bl 

Method BLASTX 

NCBI GI g4100433 

BLAST score 277 

E value 2.0e-24 

Match length 97 

% identity 61 

NCBI Description (AF000378) beta-glucosidase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51216 

uC-gmflminsoy029al0bl 

BLASTX 

gl488043 

368 

3.0e-35 

110 

68 

(U63784) PAPS-reductase-like protein 



[Catharanthus roseus] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



51217 

uC-gmflminsoy029allbl 

BLASTX 

g4469009 

280 

2.0e-25 

68 

82 



8380 



II 



NCBI Description (AL035 602) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51218 

uC~gmflminsoy029c08bl 

BLASTX 

g2501296 

251 

2.0e-21 

127 
39 

DNA GYRASE SUBUNIT B >gi_1652801_db j__BAA17720_ (D90908) 
gyrase B subunit [Synechocystis sp.] 



DNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51219 

uC-gmflminsoy02 9d06bl 

BLASTX 

g3212863 

546 

5.0e-56 

159 

68 

(AC004005) putative translation initiation factor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51220 

uC-gmf lminsoy02 9e07bl 

BLASTX 

g4263509 

263 

4.0e-23 

75 

63 

(AC004044) hypothetical protein [Arabidopsis thaliana] 
51221 

uC-gmflminsoy029h08bl 

BLASTX 

g3386617 

224 

1.0e-18 

61 

79 

(AC004665) putative cell division protein (ftsY) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51222 

uC-gmflminsoy030b04bl 

BLASTX 

g4580460 

585 

1.0e-60 

122 
95 

(AC006081) 
thaliana] 



putative 26S Protease Subunit 4 [Arabidopsis 



Seq. No. 



51223 



8381 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



uC-gmflminsoy030c04bl 

BLASTX 

g2982942 

209 

6.0e-17 

82 
54 

(AE000679) 



GMP synthase [Aquifex aeolicus] 



51224 

uC-gmflminsoy030d02bl 

BLASTX 

g4512698 

468 

6.0e-47 

109 

77 

(AC006569) hypothetical protein [Arabidopsis thaliana] 
51225 

uC-gmflminsoy030d03bI 

BLASTX 

g2465923 

461 

4.0e-46 

110 

78 

(AF024 648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

51226 

uC-gmflminsoy030f06bl 

BLASTX 

gl707020 

209 

1.0e-16 

110 
20 

(U78721) hypothetical protein [Arabidopsis thaliana] 
51227 

uC-gmf Iminsoy030gl0bl 

BLASTX 

g3747111 

151 

8.0e-10 

40 

62 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 
51228 

uC-gmf lminsoy030gllbl 

BLASTX 

g4006827 

412 

2.0e-40 
139 



8382 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 

(AC005970) subtilisin-like protease [Arabidopsis thaliana] 
51229 

uC-gmf lminsoy031allbl 

BLASTX 

g2651300 

519 

5.0e-53 

127 

76 

(AC002336) putative initiator tRNA 
phosphor ibosyl-transf erase [Arabidopsis thaliana] 

51230 

uC-gmflminsoy031d07bl 

BLASTX 

g4185136 

439 

1.0e-43 

113 

75 

(AC005724) putative trehalose-6-phosphate synthase 
[Arabidopsis thaliana] 

51231 

uC-gmf lminsoy 0 3 1 e 1 Obi 

BLASTX 

g4335729 

218 

1.0e-17 

139 

5 

(AC006248) putative salt-inducible protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51232 

uC-gmflminsoy032b06bl 

BLASTX 

g2864618 

244 

8.0e-21 

85 
55 

(AL021811) putative protein 



[Arabidopsis thaliana] 



51233 

uC-gmflminsoy032bl2bl 

BLASTX 

g2979554 

231 

2.0e-19 

93 

56 

(AC003680) CDC4 like protein [Arabidopsis thaliana] 



Seq. No. 



51234 



8383 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmflminsoy032fl2bl 

BLASTX 

gl055161 

177 

3.0e-13 

86 

22 

(U40029) similar to human 100 
[Caenorhabditis elegans] 



kDa coactivator (U22055) 



Seq. No. 51235 

Seq. ID uC-gmflminsoy032hl0bl 

Method BLASTX 

NCBI GI g3063455 

BLAST score 301 

E value 2.0e-27 

Match length 70 

% identity 76 

NCBI Description (AC003981) F22013.17 [Arabidopsis thaliana] 

Seq. No. 51236 

Seq. ID uC-gmflminsoy034b02bl 

Method BLASTX 

NCBI GI g3881976 

BLAST score 413 

E value 2.0e-40 

Match length 121 

% identity 62 

NCBI Description (AJ012409) hypothetical protein [Homo sapiens] 

Seq. No. 51237 

Seq. ID uC-gmflminsoy034d04bl 

Method BLASTX 

NCBI GI g2 65 4 8 68 

BLAST score 241 

E value 1.0e-20 

Match length 105 

% identity 56 

NCBI Description (AF015301) RbohApl08 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51238 

uC-gmf Iminsoy034g02bl 

BLASTX 

g585973 

111 

l.Qe-11 

56 
73 

FRUCTOKINASE >gi_626018jpir S39997 fructokinase (EC 

2.7.1.4} - potato >gi_297015_emb_CAA78283_ (Z12823) 

fructokinase [Solanum tuberosum] >gi_1095321_prf 2108342A 

fructokinase [Solanum tuberosum] 



Seq. No. 51239 

Seq. ID uC-gmf Iminsoy034gl0bl 

Method BLASTX 

NCBI GI gl778378 



8384 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(GOX) mRNA, 



412 

2.0e-40 
99 
82 

(U81289) NAPlPs [Pisum sativum] 
51240 

uC-gmflminsoy034h07bl 
BLASTN 
gl773329 
55 

2.0e-22 
119 
87 

Mesembryanthemum crystallinum glycolate oxidase 
complete cds 

51241 

uC-gmflminsoy035c02bl 

BLASTN 

g20995 

279 

1.0e-155 

359 

94 

Phaseolus vulgaris mRNA for endopeptidase (EP-C1) 



51242 

uC-gmf Iminsoy035c08bl 

BLASTN 

g3309242 

108 

1.0e-53 

280 

85 

Citrus limon aconitase-iron regulated protein 1 (IRP1) 
mRNA, complete cds 

51243 

uC~gmflminsoy035d01bl 

BLASTN 

g857394 

252 

1.0e-139 

370 

94 

Glycine max mRNA for mitotic cyclin a2-type, complete cds 
51244 

uC-gmflminsoy035e08bl 

BLASTX 

g4234953 

218 

4.0e-18 

82 

61 

(AF098970) NBS-LRR-like protein cD7 [Phaseolus vulgaris] 



8385 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51245 

uC- gmf lmi n s o y 0 3 6a 0 4 b 1 

BLASTX 

gl076529 

483 

1.0e-48 

115 

77 

heat shock protein HSP71.2 - garden pea >gi_562006 (U08848) 
PsHSP71 . 2 [Pisum sativum] >gi_177147 9_emb_CAA67867_ 
(X99515) heat shock protein hsp70 [Pisum sativum] 

51246 

uC-gmflminsoy036ellbl 

BLASTX 

g3702368 

189 

3.0e-14 

49 

69 

(AJ001855) alpha subunit of F-actin capping protein 
[Arabidopsis thaliana] 

51247 

uC-gmflminsoy036f!2bl 

BLASTX 

g3201627 

474 

1.0e-47 
123 
74 

(AC004669) putative SWH1 



protein [Arabidopsis thaliana] 



51248 

uC-gmflminsoy036h04bl 

BLASTX 

g4455338 

222 

3.0e-18 

110 

47 

(AL035525) putative protein [Arabidopsis thaliana] 
51249 

uC-gmflminsoy036h07bl 

BLASTN 

g609224 

173 

2.0e-92 

305 

89 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 



51250 



8386 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmflminsoy037d05bl 

BLASTX 

g2213598 

253 

9*0e-22 

131 

24 

(AC000348) T7N9.18 [Arabidopsis thaliana] 
51251 

uC-gmf IminsoyO 4 0 cO 9b 1 

BLASTN 

g4101472 

83 

8.0e-39 

323 

81 

Arabidopsis thaliana K efflux antiporter KEA1 mRNA, 
complete cds 

51252 

uC-gmflminsoy040e01bl 

BLASTX 

g544018 

322 

6.0e-30 

116 

63 

NITRATE/CHLORATE TRANSPORTER >gi_107 6359_pir A45772 

nitrate-inducible nitrate transporter - Arabidopsis 
thaliana >gi_166668 (L10357) CHL1 [Arabidopsis thaliana] 
>gi_3157921 (AC002131) Identical to nitrate/chlorate 
transporter cDNA gb_L10357 from A. thaliana. ESTs 
gb_H37533 and gb_R29790, gb_T4 6117, gb_T46068, gb_T75688, 
gb_R29817, gb_R29862, gb___Z34634 and gb__Z34258 come from 
this gene. [Arabidopsis thaliana] 

51253 

uC-gmflminsoy040f02bl 

BLASTX 

g2911040 

336 

1.0e-31 

90 

69 

(AL021961) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51254 

uC-gmflminsoy040f 07bl 

BLASTX 

g3688173 

160 

4.0e-ll 

43 

74 

(AL031804) putative protein [Arabidopsis thaliana] 



8387 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51255 

uC-gmflminsoy040h04bl 

BLASTX 

g4371285 

223 

2.0e-18 

75 

59 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
51256 

uC-gmflminsoy040h08bl 

BLASTX 

gl657855 

143 

2.0e-09 

67 

48 

(U73216) cold acclimation protein WCOR413 [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51257 

uC-gmf Iminsoy041a01bl 

BLASTX 

gl352075 

171 

4.0e-12 

111 

44 

BETA-GALACTOSIDASE PRECURSOR (LACTASE) 

>gi_107 6460_pir S52393 beta-galactosidase (EC 3.2.1.23) - 

wild cabbage >gi_669059_emb_CAA59162_ (X84684) 
beta-galactosidase [Brassica oleracea] 

51258 

uC-gmflminsoy041c06bl 

BLASTN 

gl2147 

221 

1.0e-121 

365 

92 

Pea chloroplast genes for ATP synthetase subunits beta and 
epsilon (atpB and atpE) 

51259 

uC-gmflminsoy041c07bl 

BLASTN 

g3549651 

71 

1.0e-31 

127 
89 

Arabidopsis thaliana MAP3K epsilon gene 



Seq. No. 



51260 



8388 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmflminsoy041gl2bl 

BLASTX 

g3063708 

377 

3.0e-36 
129 
52 

(AL022537) 



putative protein [Arabidopsis thaliana] 



51261 

uC-gmflminsoy042allbl 

BLASTN 

g669002 

356 

0.0e+00 

360 

100 

Glycine max calnexin mRNA, complete cds 



Seq. No. 51262 

Seq. ID uC-gmflminsoy042d07bl 

Method BLASTX 

NCBI GI g2062167 

BLAST score 434 

E value 6.0e-43 

Match length 98 

% identity 82 

NCBI Description (AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 

Seq. No. 51263 

Seq. ID uC-gmflminsoy043a08bl 

Method BLASTX 

NCBI GI gll71161 

BLAST score 161 

E value 1.0e-ll 

Match length 46 

% identity 65 

NCBI Description (U41472) pectate lyase homolog [Medicago sativa] 

Seq. No. 51264 

Seq. ID uC-gmflminsoy043b06bl 

Method BLASTX 

NCBI GI g3142300 

BLAST score 175 

E value 8.0e-13 

Match length 73 

% identity 51 

NCBI Description (AC002411) Contains similarity to pre-mRNA processing 



protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64 908 
and gb_T88158, gb__N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 51265 

Seq. ID uC-gmflminsoy043bl0bl 

Method BLASTX 

NCBI GI g3142290 



8389 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



598 

4.0e-62 

152 

82 

(AC002411) Contains similarity to gb_Z69902 from C. 
elegans. [Arabidopsis thaliana] 



51266 

uC-gmf Iminsoy043e01bl 

BLASTX 

g2980770 

288 

5.0e-26 

83 

70 

(AL022198) putative protein kinase 



[Arabidopsis thaliana] 



51267 

uC-gmflminsoy043g02bl 

BLASTX 

g2244971 

488 

2.0e-49 

109 

84 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
51268 

uC-gmf Iminsoy044al0bl 

BLASTX 

g2062176 

306 

6.0e-28 

66 

86 

(AC001645) Myb-related transcription activator (MybStl) 
isolog [Arabidopsis thaliana] 

51269 

uC-gmflminsoy044b02bl 

BLASTX 

g2642448 

183 

2.0e-13 

153 

13 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 

51270 

uC-gmf Iminsoy044bl2bl 

BLASTX 

g3947735 

310 

1.0e-28 

109 



8390 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 

(AJ009720) 



NL27 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51271 

uC-gmflminsoy044g01bl 

BLASTX 

g4138131 

340 

3.0e-32 

98 

69 

(AJ011828) NDX1 homeobox protein [Lotus japonicus] 
51272 

uC-gmflminsoy044g07bl 

BLASTN 

g303900 

254 

1.0e-141 

327 

28 

Soybean gene for ubiquitin, complete cds 
51273 

uC-gmf Iminsoy045al2bl 

BLASTX 

g3367537 

142 

4.0e-09 

35 

80 

(AC004392) Contains similarity to ANK repeat region of 
Fowlpox virus BamHI-orf7 protein homolog C18F10.7 gi_485107 
from Caenorhabditis elegans cosmid gb_U00049. This gene is 
continued from unannotated gene on BAC F19K23 gb_AC000375. 
[Arabid 

51274 

uC-gmflminsoy045b03bl 

BLASTX 

g2738750 

484 

8.0e-49 

101 
90 

(AF016305) ATP sulfurylase [Zea mays] 
51275 

uC-gmf lminsoy04 5dl lbl 

BLASTN 

g2351073 

39 

2.0e-12 

59 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYJ24, complete sequence [Arabidopsis thaliana] 



8391 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51276 

uC-gmf Iminsoy045el0bl 

BLASTX 

g2341032 

357 

7.0e-34 

127 

61 

(AC000104) EST gb_ATTS0956 comes from this gene. 
[Arabidopsis thaliana] 

51277 

uC-gmf Iminsoy045g07bl 

BLASTX 

g4263779 

178 

3.0e-13 

70 
50 

(AC006068) hypothetical protein [Arabidopsis thaliana] 
51278 

uC-gmf lminsoy04 6a07bl 

BLASTX 

g4567286 

327 

1.0e-30 

83 

73 

(AC006841) putative coatomer alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51279 

uC-gmflminsoy046a09bl 

BLASTN 

g256142 

283 

1.0e-158 

339 

98 

cytosolic glutamine synthetase 
Prize, mRNA, 1450 nt] 



[Glycine max^soybeans, var 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



51280 

uC-gmf lminsoy04 6b02bl 

BLASTX 

g2088668 

301 

3.0e-27 

125 

46 

(AF003130) similar to Achlya ambisexualis antheridiol 
steroid receptor {NID: gl66306) [Caenorhabditis elegans] 

51281 

uC-gmf lminsoy04 6c08bl 



8392 



II 



Method 


BLASTX 


NCBI GI 


g2245077 


BLAST score 


260 


E value 


1 . Oe-22 


Match length 




% identity 


72 


NCBI Description 


(Z97343) glucanase hoinolog [Arabidopsis thaliana] 


Seq. No. 


51282 


Seq. ID 


uC-gmrlminsoyU4 bnlzDl 


Method 


BLAb i A 


NCBI GI 


g3337361 


BLAST score 


367 


E value 


2 . Oe-35 


Match length 


n c 

3d 


% identity 


71 


NCBI Description 


(AC004481) ankyrin-like protein [Arabidopsis thaliana 


Seq, No. 


51283 


Seq. ID 


uC-girtrlminsoyU4 /aUoDl 


Method 


hiLiAb 1 X. 


NCBI GI 


g4558659 


BLAST score 


226 


E value 


5 . Oe-19 


Match length 


68 


% identity 


63 


NCBI Description 


(AC007063) unknown protein [Arabidopsis thaliana] 


Seq. No. 


51284 


Seq. ID 


uC-gmf lmmsoy04 /cU2bl 


Method 


BLASTX 


NCBI GI 


g4539397 


BLAST score 


229 


E value 


2. Oe-19 


Match length 


56 


% identity 


77 


NCBI Description 


(AL035526) cellulose synthase-like protein [Arabidops 




thaliana] 


Seq. No. 


51285 


Seq. ID 


uC-gmf lminsoy047cllbl 


Method 


BLASTX 


NCBI GI 


g2244971 


BLAST score 


176 


E value 


1 . Oe-12 


Match length 


45 


% identity 


73 


NCBI Description 


(Z97340) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


51286 


Seq. ID 


uC-gmf lmxnsoyO 4 7 gl Obi 


Method 


BLASTN 


NCBI GI 


gl695243 


BLAST score 


36 


E value 


1.0e-10 


Match length 


48 


% identity 


94 



8393 



II 



NCBI Description Arabidopsis thaiiana homeodomain protein (GLABRA2) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51287 

uC-gmf lminsoy04 9cl0bl 

BLASTX 

g4115917 

264 

6.0e-23 

61 
70 

(AF118222) contains similarity to PHD-fingers 
(Pfam:PF00628, score-10.9, E=0.059, N=l) [Arabidopsis 
thaiiana] 



51288 

uC-gmflminsoy049e06bl 

BLASTX 

g3395430 

145 

5.0e-09 

86 

22 

(AC004 683) hypothetical protein 



[Arabidopsis thaiiana] 



51289 

uC-gmflminsoy04 9g07bl 

BLASTX 

g4263787 

183 

2.0e-13 

49 

63 

(AC006068) unknown protein 



[Arabidopsis thaiiana] 



Seq. No. 
Seq. ID 



51290 

uC-gmf lminsoy04 9gllbl 

BLASTX 

g2245012 

435 

5.0e-43 

129 

68 

(Z97341) hypothetical protein [Arabidopsis thaiiana] 
51291 

uC-gmf lminsoy04 9h0 6bl 

BLASTX 

g3288823 

368 

2.0e-35 

106 

72 

(AF063852) FUS5 [Arabidopsis thaiiana] 
51292 

uC-gmflminsoy052a04bl 



8394 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



BLASTN 

g2760169 

37 

8.0e-12 

41 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFB13, complete sequence [Arabidopsis thaliana] 



51293 

uC-gmflminsoy053a06bl 

BLASTX 

g2829911 

144 

4.0e-09 

34 

74 

(AC002291) Unknown protein 



PI clone: 



[Arabidopsis thaliana] 



51294 

uC-gmflminsoy053bl2bl 

BLASTX 

g4558673 

209 

1.0e-16 

122 
35 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
51295 

uC - gmf lmi ns oy 0 5 3 c 0 2 b 1 

BLASTX 

g3335060 

280 

8.0e-25 

152 
38 

(AF025842) plasma membrane-type calcium ATPase [Arabidopsis 
thaliana] >gi_44 68989_emb_CAB38303_ (AL035605) plasma 
membrane-type calcium ATPase (ACA2) [Arabidopsis thaliana] 

51296 

uC-gmflminsoy053f06bl 

BLASTX 

g3643610 

146 

4.0e-09 

33 

82 

(AC005395) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

51297 

uC-gmflminsoy054b03bl 

BLASTX 

gl!84075 

270 



8395 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



1.0e-23 

161 

3 

(U42444) Cf-2.1 [Lycopersicon p Lmpinellif olium] 

>gi_1587673__prf 2207203A Cf-2 gene [Lycopersicon 

esculentum] 



51298 

uC-gmflminsoy054b04bl 

BLASTX 

g2935342 

497 

2.0e~50 

112 

88 

(AF044216) steroid 22-alpha-hydroxylase; 
[Arabidopsis thaliana] 



DWF4; CYP90B1 



51299 

uC-gmflminsoy054c05bl 

BLASTX 

g2959781 

190 

2.0e-14 

57 

61 

(AJ223508) Zwille protein [Arabidopsis thaliana] 
51300 

uC-gmf lmins oy 0 5 4 dO 4 bl 

BLASTX 

g4262174 

506 

2.0e-51 

121 

75 

(AC005508) 9058 [Arabidopsis thaliana] 
51301 

uC-gmf lminsoy054dllbl 

BLASTX 

g3894170 

264 

1.0e-25 

89 

70 

(AC005312) 
thaliana] 



putative glutathione s-transf erase [Arabidopsis 



51302 

uC-gmflminsoy054e06bl 

BLASTX 

g3695019 

279 

7.0e-25 

119 

45 



8396 



# 



NCBI Description (AF055848) subtilisin-like protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51303 

uC-gmf lmins oy 0 5 4 gO 8 bl 

BLASTX 

g2347199 

345 

l.Ge-32 

107 
61 

(AC002338) protein kinase isolog [Arabidopsis thaliana] 
51304 

uC-gmflminsoy054h05bl 

BLASTX 

gl806142 

693 

3.0e-73 

147 
88 

(X97315) cdc2MsD [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51305 

uC-gmflminsoy054h09bl 

BLASTX 

gl055161 

157 

2.0e-10 

104 

42 

(U40029) similar to human 
[Caenorhabditis elegans] 



100 kDa coactivator (U22055) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51306 

uC-gmflminsoy054hl0bl 

BLASTX 

g4371293 

257 

3.0e~22 

130 

46 

(AC006260) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51307 

uC-gmf Iminsoy055a06bl 

BLASTX 

g3426037 

479 

2.0e-48 

106 

49 

(AC005168) 
thaliana] 



putative ABC transporter protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



51308 

uC-gmf Iminsoy055a09bl 
BLASTX 



8397 



II 



NCBI GI g2462828 

BLAST score 388 

E value 1.0e-37 

Match length 14 4 

% identity 6 

NCBI Description (AF000657) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 51309 

Seq. ID uC-gmflminsoy055bllbl 

Method BLASTX 

NCBI GI g2262101 

BLAST score 329 

E value 1.0e-30 

Match length 108 

% identity 62 

NCBI Description (AC002343) kinesin heavy chain isolog [Arabidopsis 
thaliana] 

Seq. No. 51310 

Seq. ID uC-gmflminsoy055bl2bl 

Method BLASTX 

NCBI GI g 4049344 

BLAST score 305 

E value 7.0e-28 

Match length 94 

% identity 66 

NCBI Description (AL034567) putative protein [Arabidopsis thaliana] 

Seq. No. 51311 

Seq. ID uC-gmf Iminsoy055e01bl 

Method BLASTX 

NCBI GI g4220514 

BLAST score 460 

E value 5.0e-46 

Match length 104 

% identity 81 

NCBI Description (AL035356) putative protein [Arabidopsis thaliana] 

Seq. No. 51312 

Seq. ID uC-gmflminsoy055g07bl 

Method BLASTX 

NCBI GI g4559351 

BLAST score 183 

E value 1.0e-13 

Match length 131 

% identity 38 

NCBI Description (AC006585) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 51313 

Seq. ID uC-gmflminsoy056a05bl 

Method BLASTX 

NCBI GI g2459428 

BLAST score 171 

E value 5.0e-12 

Match length 50 

% identity 72 

NCBI Description (AC002332) unknown protein [Arabidopsis thaliana] 



8398 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



51314 

uC-gmf lminsoy056bllbl 

BLASTX 

gl743354 

136 

3.0e-14 

57 

71 

(Y09876) aldehyde dehydrogenase (NAD+) 



[Nicotiana tabacum] 



51315 

uC-gmf Iminsoy056c03bl 

BLASTX 

g2558654 

433 

5.0e-43 

106 

76 

(AC002354) No definition line found [Arabidopsis thaliana] 
51316 

uC-gmflminsoy056g04bl 

BLASTN 

gl438880 

174 

4.0e-93 

373 

92 

Glycine max choline kinase GmCK2p mRNA, complete cds 
51317 

uC-gmf lminsoy057allbl 

BLASTX 

g4559368 

396 

2.0e-38 

144 
58 

(AC006585) hypothetical protein [Arabidopsis thaliana] 
51318 

uC- gmf lmins oy 0 5 7 dl lb 1 

BLASTX 

g4567265 

316 

2.0e-31 

97 
67 

(AC006841) putative kinesin protein [Arabidopsis thaliana] 
51319 

uC-gmf Iminsoy058c04bl 

BLASTN 

g3641864 

46 

7.0e-17 



8399 



Match length 114 

% identity 85 

NCBI Description Cicer arietinum mRNA for beta-galactosidase, clone 
CanBGal-4 

Seq. No. 51320 

Seq. ID uC-gmflminsoy058el0bl 

Method BLASTX 

NCBI GI g4115371 

BLAST score 239 

E value 5.0e-20 

Match length 125 

% identity 48 

NCBI Description (AC005967) unknown protein [Arabidopsis thaliana] 

Seq. No. 51321 

Seq. ID uC-gmflminsoy058g01bl 

Method BLASTX 

NCBI GI g3004565 

BLAST score 243 

E value 1.0e-20 

Match length 76 

% identity 70 

NCBI Description (AC003673) putative protein kinase [Arabidopsis thaliana] 

Seq. No. 51322 

Seq. ID uC-gmflminsoy058g06bl 

Method BLASTX 

NCBI GI g3600054 

BLAST score 184 

E value 1.0e-13 

Match length 62 

% identity 48 

NCBI Description (AF080120) No definition line found [Arabidopsis thaliana 

Seq. No. 51323 

Seq. ID uC-gmflminsoy059al0bl 

Method BLASTN 

NCBI GI g2062705 

BLAST score 37 

E value 3.0e-ll 

Match length 75 

% identity 50 

NCBI Description Human butyrophilin (BTE5) mRNA, complete cds 

Seq. No. 51324 

Seq. ID uC-gmflminsoy059b05bl 

Method BLASTX 

NCBI GI g4454039 

BLAST score 282 

E value 1.0e-25 

Match length 85 

% identity 66 

NCBI Description (AL035394) putative Na+/H+-exchanging protein [Arabidopsi 
thaliana] 

Seq. No, 51325 



8400 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmflminsoy059b07bl 

BLASTX 

gl36057 

384 

4.0e-37 

106 

69 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



51326 

uC- gmf lmi n s o y 0 5 9 c 0 2b 1 

BLASTX 

g2827709 

199 

9.0e-16 

50 
70 

(AL021684) predicted protein 



[Arabidopsis thaliana] 



51327 

uC-gmflminsoy059f 08bl 

BLASTN 

gl70025 

105 

5.0e-52 

233 

86 

Soybean malate synthase 



(MS) mRNA, 3' end 



51328 

uC-gmflminsoy059f lObl 

BLASTX 

g3334409 

182 

2.0e-13 

43 

86 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 

>gi_2129765_pir S71261 V-type proton-ATPase - Arabidopsis 

thaliana >gi_1143394_einb_CAA6308 6_ (X92117) V-type 
proton-ATPase [Arabidopsis thaliana] 

51329 

uC-gmf IminsoyO 61b04bl 

BLASTN 

g2062705 

36 

8.0e-ll 

41 

40 

Human butyrophilin (BTF5) 



mRNA, complete cds 



Seq. No. 
Seq. ID 



51330 

uC-gmf IminsoyO 61dl2bl 



8401 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 

g!139584 

106 

2.0e-52 

230 
87 

Lupinus albus tRNA nucleotidyltransferase (CCAl] 
complete cds 



mRNA, 



51331 

uC-gmf Iminsoy061e04bl 

BLASTN 

g4103476 

32 

l.Qe-08 

32 
100 

Glycine tomentella small subunit ribosomal RNA gene, 
partial sequence; internal transcribed spacer 1, 5.8S 
ribosomal RNA gene and internal transcribed spacer 2, 
complete sequence; and large subunit ribosomal RNA gene, 

51332 

uC-gmf IminsoyO 61h07bl 

BLASTN 

g2317899 

292 

1.0e-163 

304 

99 

Glycine max Sali3-2 mRNA, complete cds 
51333 

uC-gmflminsoy062b01bl 

BLASTX 

g3236261 

545 

4.0e-56 

119 

81 

(AC004684! 
thaliana] 



pa 



putative zinc finger protein [Arabidopsis 



51334 

uC-gmf IminsoyO 62dl lbl 

BLASTX 

g2623299 

264 

4.0e-23 

96 

58 

(AC002409) hypothetical protein [Arabidopsis thaliana] 
51335 

uC-gmf IminsoyO 62gllbl 

BLASTX 

g294845 



8402 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



216 

1.0e-20 

101 

48 

(L13655) membrane protein 
H65-7052] 



[Saccharum hybrid cultivar 



51336 

uC-gmf IminsoyO 63b0 6bl 

BLASTX 

gl679803 

276 

2.0e-24 

108 

54 

(D87545) histidine kinase homolog [Arabidopsis thaliana] 
>gi_2529684 (AC002535) histidine kinase homolog 
[Arabidopsis thaliana] 

51337 

uC-gmflminsoy063b09bl 

BLASTN 

gl8644 

105 

4.0e-52 

149 

93 

Soybean mRNA for HMG-1 like protein 



51338 

uC-gmflminsoy063d09bl 

BLASTX 

g4490706 

174 

1.0e-12 

42 

71 

(AL035680) putative protein 



[Arabidopsis thaliana] 



51339 

uC-gmflminsoy063f09bl 

BLASTX 

g2384669 

349 

2.0e-33 

89 

75 

(AF012656) putative potassium transporter AtKTlp 
[Arabidopsis thaliana] 

51340 

uC-gmf IminsoyO 63g05bl 

BLASTN 

g2598656 

178 

1.0e-95 

286 



8403 



% identity 91 

NCBI Description Vicia faba mRNA for elongation factor 1-alpha 



(EFl-a) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51341 

uC-gmflminsoy063gllbl 

BLASTX 

g2914693 

307 

3.0e-28 

110 

30 

(AC003974) putative protein kinase [Arabidopsis thaliana] 
51342 

uC-gmflminsoy063h08bl 

BLASTX 

gl351945 

284 

5.0e-26 

60 

57 

FLORAL HOMEOTIC PROTEIN APETALA2 >gi_533709 (U1254 6) 
APETALA2 protein [Arabidopsis thaliana] 
>gi_2464888_emb_CAB16765_ (Z99707) APETALA2 protein 
[Arabidopsis thaliana] 

51343 

uC-gmflminsoy063hl0bl 

BLASTX 

g2497541 

184 

3.0e-14 

56 

66 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR 
>gi_482936_emb_CAA82222__ (Z28373) pyruvate kinase; plastid 
isozyme [Nicotiana tabacum] 

51344 

uC-gmf Iminsoy064a08bl 

BLASTX 

g3540281 

195 

3.0e-15 

83 
22 

(AF056116) All-1 related protein [Fugu rubripes] 
51345 

uC-giuflminsoy064b09bl 

BLASTN 

g3821780 

32 

1.0e-08 

47 

48 

Xenopus laevis cDNA clone 27A6-1 



8404 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51346 

uC-gmf Iminsoy064d01bl 

BLASTN 

gl6508 

71 

9.0e-32 

171 

85 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077__ATHSAM A.thaliana 
S-adenosylmethionine synthetase gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51347 

uC-gmf Iminsoy064e07bl 

BLASTX 

g3176676 

147 

2.0e-09 

72 

46 

(AC003671) Similar to carbonic anhydrase gb__L19255 from 
Nicotiana tabacum. ESTs gb_AA597643, gb_T45390 / gb_T43963 
and gb_AA597734 come from this gene. [Arabidopsis thaliana] 

51348 

uC-gmflminsoy064hl0bl 

BLASTX 

g4335735 

146 

3.0e-09 

49 

59 

(AC006248) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51349 

uC-gmflminsoy065c01bl 

BLASTX 

g4185599 

209 

6.0e-17 

76 

49 

(AB010708) 
trif lora] 



Anthocyanin 5-aromatic acyltransf erase [Gentiana 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51350 

uC-gmflminsoy065d06bl 

BLASTX 

g2654868 

230 

5.0e-19 

107 

45 

(AF015301) 



RbohApl08 [Arabidopsis thaliana] 



Seq. No. 



51351 



8405 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



uC-gmflminsoy065e04bl 

BLASTX 

g2105430 

328 

1.0e-30 

114 

54 

(U97079) 



U5-116kD [Mus musculus] 



51352 

uC-gmflminsoy065f 03bl 

BLASTX 

g2244847 

176 

4.0e-13 

53 

62 

(Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 

51353 

uC-gmf Iminsoy065g06bl 

BLASTX 

g3924611 

188 

3.0e-14 

109 

34 

(AF069442) hypothetical protein [Arabidopsis thaliana] 
51354 

uC-gmf Iminsoy066e05bl 

BLASTX 

g3925363 

278 

6.0e-25 

95 

56 

(AF067961) homeodomain protein [Malus domestical 
51355 

uC-gmflminsoy066f02bl 

BLASTX 

g3738334 

209 

4.0e-17 

81 

60 

(AC005170) unknown protein [Arabidopsis thaliana] 
51356 

uC-gmf lminsoy066f 03bl 

BLASTX 

g2827715 

159 

3.0e-ll 
48 



8406 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31 

(AL021684) receptor protein kinase - like protein 
{Arabidopsis thaliana] 

51357 

uC- gmf lmins oy 0 6 6 f 0 9b 1 

BLASTX 

g3914472 

325 

3.0e-30 

88 

75 

PHOTOS YSTEM II 
>gi_322764_pir 



tobacco >gi 
tabacum] 



10 KD POLYPEPTIDE PRECURSOR (PII10) 
__S32021 photosystem II 10K protein - common 
22669 emb_CAA49693_ (X70088) NtpIIlO [Nicotiana 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51358 

uC-gmf Iminsoy067a08bl 

BLASTX 

g3335350 

231 

1.0e-19 

74 

61 

(AC004512) Similar to gb_Z84386 anthranilate 
N-hydroxycinnamoyl/benzoyltransf erase from Dianthus 
caryophyllus . [Arabidopsis thaliana] 



51359 

uC-gmf IminsoyO 67e02bl 

BLASTN 

g349158 

192 

1.0e-104 

332 
90 

Vigna aconitifolia AIR carboxylase 



(purE) mRNA, partial cds 



51360 

uC-gmf IminsoyO 67 f 04bl 

BLASTX 

g4262186 

440 

9.0e-44 

125 

69 

(AC005508) 
thaliana] 



Highly similar to cullin 3 [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



51361 

uC-gmf IminsoyO 67gl2bl 

BLASTN 

g2213424 

100 

5.0e-4 9 
244 



8407 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

Citrus paradisi mRNA for hypothetical protein 
51362 

uC-gmf Iminsoy067h06bl 

BLASTX 

g4455202 

240 

2.0e-20 

90 
50 

(AL035440) putative APG protein [Arabidopsis thaliana] 
51363 

uC-gmf IminsoyO 68b0 lbl 

BLASTX 

g4097547 

238 

4.0e-20 

70 
34 

(U64 906) ATFP3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51364 

uC-gmf IminsoyO 68c0 lbl 

BLASTX 

g3643603 

464 

1.0e-46 

132 
73 

(AC005395) unknown protein [Arabidopsis thaliana] 
51365 

uC-gmf IminsoyO 68h03bl 

BLASTX 

g4206196 

170 

2.0e-12 

53 

62 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
51366 

uC-gmf IminsoyO 69a07bl 

BLASTX 

g710626 

217 

1.0e-17 

76 

55 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004625) dehydration- induced protein ERD15 [Arabidopsis 
thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 



Seq. No. 



51367 



8408 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmf IminsoyO 69e0 6b 1 

BLASTN 

g4164158 

98 

8.0e-48 

246 

85 

Passiflora edulis mRNA 



for ethylene receptor, complete cds 



51368 

uC-gmf IminsoyO 69gllbl 

BLASTX 

g3152595 

611 

9.0e-64 

137 
83 

(AC002986) Similar to D. melanogaster sno gene gbJJ95760. 
EST gb_N97148 and gb_Z26221 come from this gene. 
[Arabidopsis thaliana] 

51369 

uC-gmflminsoy069h02bl 

BLASTX 

g2852449 

358 

3.0e-34 

89 

81 

(D88207) protein kinase [Arabidopsis thaliana] >gi_2947061 
(AC002521) putative protein kinase [Arabidopsis thaliana] 

51370 

uC-gmf IminsoyO 6 9h09bl 

BLASTN 

g3985958 

39 

2.0e-12 

151 

81 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZN1, complete sequence [Arabidopsis thaliana] 

51371 

uC-gmflminsoy070d04bl 

BLASTX 

g3287696 

345 

4.0e-33 

74 

88 

(AC00397 9) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 



Seq. No. 



51372 



8409 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmflminsoy070e07bl 

BLASTN 

g456713 

179 

4.0e-96 

339 

28 

Glycine max gene for ubiquitin, 



complete cds 



51373 

uC-gmflminsoy070ellbl 

BLASTX 

g4406775 

214 

3.0e-17 

83 
48 

(AC006836) unknown protein [Arabidopsis thaliana] 
51374 

uC-gmflminsoy070h01bl 

BLASTX 

g4432859 

184 

4.0e-14 

65 

57 

(AC006300) unknown protein [Arabidopsis thaliana] 
51375 

uC-gmflminsoy071d01b2 

BLASTX 

g3360289 

334 

3.0e-31 

122 
31 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



51376 

uC-gmflminsoy071d06b2 

BLASTX 

g404690 

315 

3.0e-29 

112 

56 

(L19075) cytochrome P450 
51377 

uC-gmflminsoy071e01b2 

BLASTX 

g2499570 

248 

4.0e-21 

68 



[Catharanthus roseus] 



8410 



• • 

% identity 69 

NCBI Description PROT E I N - L - 1 S OAS PART AT E O-METHYLTRANSFERASE 

( PROTEIN-BET A- ASPARTATE METHYLTRANSFERASE) (PIMT) (PROTEIN 
L-ISOASPARTYL METHYLTRANSFERASE) (L-ISOASPARTYL PROTEIN 
CARBOXYL METHYLTRANSFERASE) >gij414332 (L07941) 
L-isoaspartyl methyltransf erase [Triticum aestivum] 



Seq. No. 51378 

Seq. ID uC-gmflminsoy071e02b2 

Method BLASTX 

NCBI GI g4263695 

BLAST score 355 

E value 1.0e-33 

Match length 144 

% identity 28 

NCBI Description (AC006223) putative myosin II heavy chain [Arabidopsis 
thaliana] 

Seq. No. 51379 

Seq. ID uC-gmflminsoy071h07b2 

Method BLASTX 

NCBI GI g3193293 

BLAST score 161 

E value 4.0e-ll 

Match length 113 

% identity 37 

NCBI Description (AF069298) contains a short region of similarity to another 



Arabidopsis hypothetical protein F19K23.8 (GB: AC000375) 
[Arabidopsis thaliana] 



Seq. No. 51380 

Seq. ID uC-gmflminsoy072a03bl 

Method BLASTX 

NCBI GI g3540206 

BLAST score 189 

E value 3.0e-14 

Match length 125 

% identity 35 

NCBI Description (AC004260) Hypothetical protein [Arabidopsis thaliana] 

Seq. No. 51381 

Seq. ID uC-gmflminsoy072d09bl 

Method BLASTX 

NCBI GI g2791896 

BLAST score 173 

E value 1.0e-12 

Match length 83 

% identity 45 

NCBI Description (Y08997) 146kDa nuclear protein [Xenopus laevis] 

Seq. No. 51382 

Seq. ID uC-gmflminsoy072e08bl 

Method BLASTX 

NCBI GI g2494165 

BLAST score 192 

E value 1.0e-14 

Match length 54 



8411 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



65 

DNA LIGASE ( POLYDEOXYRI BONUCLEOT I DE SYNTHASE (ATP)) 

>gi__2129574_pir S71278 DNA ligase - Arabidopsis thaliana 

>giJL359495_emb_CAA66599_ (X97924) DNA ligase [Arabidopsis 
thaliana] 

51383 

uC-gmf lminsoy07 4h02bl 

BLASTX 

g731675 

330 

8.0e-31 

118 
55 

HYPOTHETICAL 80.7 KD PROTEIN IN ERG7-NMD2 INTERGENIC REGION 

>gi_626631_pir S4 6811 hypothetical protein YHR074w - yeast 

(Saccharomyces cerevisiae) >gi_500832 (U10556) Yhr074wp 
[Saccharomyces cerevisiae] 

51384 

uC-gmf lminsoy075ellbl 

BLASTN 

g3821780 

34 

2.0e-09 

34 

59 

Xenopus laevis cDNA clone 27A6-1 



51385 

uC-gmf lminsoy 0 7 5g0 4bl 

BLASTN 

g4098318 

254 

1.0e-141 

474 

88 

Triticum aestivum beta-tubulin 1 (tubbl) 



mRNA, complete cds 



51386 

uC-gmf lminsoy07 6cl2bl 

BLASTX 

gl345132 

199 

2.0e-15 

141 

3 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_138 9566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

51387 

uC-gmflminsoy07 6el2bl 

BLASTX 

g3063713 

149 
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# • 



E value 2.0e-09 

Match length 68 

% identity 50 

NCBI Description (AL022537) putative protein [Arabidopsis thaliana] 

Seq. No. 51388 

Seq. ID uC-gmflminsoy076hl2bl 

Method BLASTX 

NCBI GI g2760839 

BLAST score 383 

E value 4.0e-37 

Match length 118 

% identity 66 

NCBI Description {AC003105) putative receptor kinase [Arabidopsis thaliana] 

Seq. No. 51389 

Seq. ID uC-gmflminsoy077b05bl 

Method BLASTX 

NCBI GI g3402711 

BLAST score 233 

E value 1.0e-19 

Match length 80 

% identity 35 

NCBI Description (AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51390 

uC-gmflminsoy077b07bl 

BLASTX 

g2262101 

525 

1.0e-53 

133 

79 

(AC002343) 
thaliana] 



kinesin heavy chain isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



51391 

uC-gmflminsoy077c06bl 

BLASTX 

g2146727 

247 

2.0e-21 

90 

49 

cinnamyl-alcohol dehydrogenase (EC 1.1.1.195) CADI - 
Arabidopsis thaliana (fragment) >gi_598069 (L37884) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 

51392 

uC-gmflminsoy077c!2bl 

BLASTX 

g3786324 

180 

3.0e-13 

87 

44 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(AB015139) chlorophyll a oxygenase [Chlamydomonas 
reinhardtii] 

51393 

uC-gmflminsoy077f02bl 

BLASTX 

g3850588 

469 

4.0e-47 

138 

71 

(AC005278) Contains similarity bo gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 
from this gene. [Arabidopsis thaliana] 

51394 

uC-gmf Iminsoy077g02bl 

BLASTX 

g2244934 

314 

5.0e-29 

64 

92 

(Z97339) similarity to SYNAPTOBREVIN- RELATED PROTEIN 
[Arabidopsis thaliana] 

51395 

uC-gmflminsoy078a05bl 

BLASTX 

gl363984 

262 

5.0e-23 

83 

60 

V(D)J recombinational signal sequence-dependent DNA joining 
protein 2 - mouse >gi_1066815 (M88489) nonamer binding 
protein [Mus musculus] 

51396 

uC-gmflminsoy078a09bl 

BLASTX 

g3559816 

633 

2.0e-66 

132 

94 

(Y15782) transketolase 



2 [Capsicum annuum] 



51397 

uC-gmf lminsoy07 8dl2bl 

BLASTX 

g4262222 

343 

2.0e-32 

118 

62 
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NCBI Description (AC006200) putative RNA helicase A, 3 1 partial [Arabidopsis 
thaliana] 



Seq. No. 51398 

Seq. ID uC-gmflminsoy078gl0bl 

Method BLASTX 

NCBI GI g3033380 

BLAST score 362 

E value 1.0e-34 

Match length 105 

% identity 68 

NCBI Description (AC004238) putative coatomer epsilon subunit [Arabidopsis 
thaliana] 

Seq. No. 51399 

Seq. ID uC-gmflminsoy079b05bl 

Method BLASTX 

NCBI GI g4049353 

BLAST score 369 

E value 2.0e-35 

Match length 123 

% identity 55 

NCBI Description (AL034567) putative protein [Arabidopsis thaliana] 

Seq. No. 51400 

Seq. ID uC-gmflminsoy079d04bl 

Method BLASTN 

NCBI GI gl8775 

BLAST score 110 

E value 5.0e-55 

Match length 202 

% identity 93 

NCBI Description G.raax tufA gene for chloroplast translation elongation 
factor EF-Tu 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51401 

uC-gmf Iminsoy07 9e07bl 

BLASTX 

g3096949 

202 

6.0e-16 

84 

55 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51402 

uC-gmflminsoy079f07bl 

BLASTX 

g2129772 

344 

1.0e-32 

97 

63 

xyloglucan endotransglycosylase-related protein XTR-7 - 
Arabidopsis thaliana >gi_1244760 (U43489) xyloglucan 



8415 



endotransglycosylase-related protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51403 

uC-gmflminsoy07 9fllbl 

BLASTX 

g4432841 

517 

1.0e-52 

148 

66 

(AC006283) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51404 

uC-gmflminsoy080el0bl 

BLASTN 

g402635 

114 

2.0e-57 

214 

88 

L.albus gene for beta-tubulin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51405 

uC-gmf IminsoyO 8 OgO lbl 

BLASTX 

g3236240 

594 

1.0e-61 

127 

87 

(AC004684) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51406 

uC-gmflminsoy081b03bl 

BLASTX 

g2275202 

326 

2.0e-30 

92 
65 

(AC002337) 
thaliana] 



acyl-CoA synthetase isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51407 

uC-gmf IminsoyO 8 lb05bl 

BLASTX 

g3023522 

404 

2.0e-39 

109 
68 

COATOMER BETA' SUBUNIT (BETA 1 * 
(P102) >gi_2454309 (AF002705) 
norvegicus] 



■COAT PROTEIN) (BETA 1 -COP) 
beta prime COP [Rattus 



Seq. No. 
Seq. ID 



51408 

uC-gmflminsoy081b08bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl809257 

223 

1.0e-24 

117 

50 

(U59316) serine/threonine protein kinase Pto [Lycopersicon 
esculentum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



51409 

uC-gmflminsoy081d02bl 

BLASTX 

g4455240 

269 

1.0e-23 

131 
49 

(AL035523) putative protein 



[Arabidopsis thaliana] 



51410 

uC-gmflminsoy081f03bl 

BLASTX 

gl938569 

252 

9.0e-22 

113 

47 

(U97189) strong similarity to thw 
kinases [Caenorhabditis elegans] 



51411 

uC-gmflminsoy082e01bl 

BLASTX 

g4006868 

187 

3.0e-14 

63 
60 

(Z99707) putative protein 



P13/P14 family of 



[Arabidopsis thaliana] 



51412 

uC- gmf lmin s o y 0 8 3b 0 6b 1 

BLASTX 

g3426048 

377 

2.0e-36 

126 

56 

(AC005168) putative hydroxymethylglutaryl-CoA lyase 
precursor [Arabidopsis thaliana] 

51413 

uC-gmflminsoy083g02bl 

BLASTX 

g3892054 

261 

4.0e-23 
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Match length 82 

% identity 59 

NCBI Description (AC002330) putative glycosyltransf erase [Arabidopsis 
thaliana] 

Seq. No. 51414 

Seq. ID uC-gmflminsoy084e05bl 

Method BLASTX 

NCBI GI g3643608 

BLAST score 149 

E value 1.0e-09 

Match length 123 

% identity 31 

NCBI Description (AC005395) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 51415 

Seq. ID uC-gmflminsoy084fllbl 

Method BLASTX 

NCBI GI g2832658 

BLAST score 160 

E value 4.0e-ll 

Match length 39 

% identity 79 

NCBI Description (AL021710) putative protein [Arabidopsis thalianal 

Seq. No. 51416 

Seq. ID uC-gmflminsoy084gl2bl 

Method BLASTX 

NCBI GI g4490721 

BLAST score 207 

E value 1.0e-20 

Match length 65 

% identity 78 

NCBI Description (AL035709) squalene epoxidase-like protein [Arabidopsis 
thaliana] 

Seq. No. 51417 

Seq. ID uC-gmflminsoy089d06bl 

Method BLASTX 

NCBI GI gl397319 

BLAST score 147 

E value 3.0e-09 

Match length 71 

% identity 41 

NCBI Description (U61953) No definition line found [Caenorhabditis elegans] 

Seq. No. 51418 

Seq. ID uC-gmflminsoy089f02bl 

Method BLASTX 

NCBI GI g2244876 

BLAST score 270 

E value 2.0e-30 

Match length 107 

% identity 63 

NCBI Description (297338) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 51419 



8418 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmf lminsoyO 8 9g02bl 

BLASTX 

g4314358 

434 

3.0e-43 

106 

77 

(AC006340) putative kinesin heavy chain protein 
[Arabidopsis thaliana] 



Seq. No. 51420 

Seq. ID uC-gmf lminsoyO 8 9g05bl 

Method BLASTX 

NCBI GI g3335366 

BLAST score 417 

E value 4.0e-41 

Match length 104 

% identity 74 

NCBI Description (AC003028) unknown protein [Arabidopsis thaliana] 

Seq. No. 51421 

Seq. ID uC-gmf lminsoyO 91e03bl 

Method BLASTX 

NCBI GI g3688600 

BLAST score 191 

E value 8.0e-18 

Match length 64 

% identity 73 

NCBI Description (AB009030) beta-Amyrin Synthase [Panax ginseng] 

Seq. No. 51422 

Seq. ID uC-gmf lminsoyO 91f 08b 1 

Method BLASTX 

NCBI GI g2618687 

BLAST score 274 

E value 3.0e-24 

Match length 100 

% identity 58 

NCBI Description (AC002510) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 51423 

Seq. ID uC-gmflminsoy091g03bl 

Method BLASTX 

NCBI GI g2772934 

BLAST score 274 

E value 2.0e-24 

Match length 94 

% identity 57 

NCBI Description (AF030357) C-8,7 sterol isomerase; aSIl [Arabidopsis 



thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



51424 

uC-gmflminsoy093dl0bl 

BLASTX 

g3402711 

254 

3.0e-22 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



68 
37 

(AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 

51425 

uC-gmf Iminsoy097c03bl 

BLASTX 

g549059 

158 

9.0e-ll 

49 

63 

T-COMPLEX PROTEIN 1, GAMMA SUBUNIT (TCP-1-GAMMA) 

(CCT-GAMMA) (MATRICIN) >gi_631654_pir S43062 CCT 

(chaperonin containing TCP-1) gamma chain - mouse 
>gi_4 68552_emb_CAA83431_ (Z31556) CCT (chaperonin 
containing TCP-1) gamma subunit [Mus musculus] 

51426 

uC-gmflminsoy097d01bl 

BLASTN 

gl8764 

328 

0.0e+00 

344 

99 

G.max tefSl gene for elongation factor EF-la 



51427 

uC-gmf Imins oy097e02bl 

BLASTN 

gl335861 

84 

7.0e-40 

152 
91 

Glycine max clathrin heavy chain mRNA, 



complete cds 



51428 

uC-gmf IminsoyO 97 f 05bl 

BLASTX 

g2651295 

199 

8.0e-16 

75 
56 

(AC002336) hypothetical protein [Arabidopsis thaliana] 
51429 

uC-gmflminsoy098d05bl 

BLASTX 

g3560166 

236 

8.0e-20 

125 
43 
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# 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AL031525) ubiquitin carboxyl-terminal hydrolase 
[Schizosaccharomyces pombe] 

51430 

uC-gmflminsoy098gl2bl 

BLASTN 

g2654107 

210 

1.0e-114 

402 

88 

Pisum sativum cytosine-5 DNA me thyltransf erase mRNA, 
complete cds 

51431 

uC-gmflminsoy099a02bl 

BLASTX 

g4559342 

262 

2.0e-23 
56 
84 

(AC007087) 
thaliana] 



putative copper methylamine oxidase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51432 

uC-gmflminsoy099a08bl 

BLASTN 

g2832639 

62 

2.0e-26 

122 

88 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F28J12 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



51433 

uC-gmflminsoy099b01bl 

BLASTX 

gl363492 

195 

4.0e-15 

54 

65 

outer envelope membrane protein OEP75 precursor - garden 
pea >gi_576507 (L36858) outer membrane protein [Pisum 
sativum] >gi_633607_emb_CAA58720_ (X83767) chloroplastic 
outer envelope membrane protein (OEP75) [Pisum sativum] 

51434 

uC-gmflminsoy099c06bl 

BLASTN 

g4558461 

87 

1.0e-41 

123 
93 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



Medicago sativa subsp. X varia cell cycle switch protein 
(ccs 52) mRNA, complete cds 



51435 

uC- gmf lmins oy 0 9 9e 0 2b 1 

BLASTX 

g3158476 

409 

2.0e-40 

91 

86 

(AF067185) aquaporin 2 



[Samanea saman] 



51436 

uC-gmflminsoy099ellbl 

BLASTX 

g4455367 

407 

4.0e-40 

87 
63 

(AL035524) putative protein [Arabidopsis thaliana] 
51437 

uC-gmflminsoy099f01bl 

BLASTN 

g4324966 

250 

1.0e-138 

258 

99 

Glycine max ADP-ribosylation factor mRNA, partial cds 
51438 

uC-gmflminsoy099g07bl 

BLASTX 

gl362152 

388 

7.0e-38 

90 

79 

ribosomal protein S6 kinase homolog (clone Aspkll) - oat 
>gi_871986_emb_CAA56313_ (X79992) putative pp70 ribosomal 
protein S6 kinase [Avena sativa] 

51439 

uC-gmflminsoy099h08bl 

BLASTX 

g4314363 

177 

6.0e-13 

99 

19 

(AC006340) hypothetical protein 
51440 

uC-gmflminsoylOOallbl 



[Arabidopsis thaliana] 
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o 





JDliriO 1 LN 


NCBI GI 


g2921511 


BLAST score 


64 


E value 


l • ue z / 


Match length 


DO 


% identity 




NCBI Description 


r r miliar ia agresuis uci^i proiein j iur\iN/\ f cunipieT- 


C ^ «■ XT ~ 

beq. No. 


c: 1 A A 1 


Q Qrf Tp, 

oeq. ±JJ 


uu yiui. iiuinsoyiu ucu 


1 V 1S LllOCl 


I_>±jriO 1 A. 


NCBI GI 


g3540180 


BLAST score 


393 


Hj VS1U6 


o n D _oo 

o . ue ots 


iyia ten lengxn 


lis 
1 1 D 


% identity 


/ 0 


NCBI Description 


U 4 1Z Z J UuKIlOWn piOtSin [/iiaDlClOpSlS tnallaUdJ 


Seq. No. 


R 1 A A 1 
0144Z 


oeq. id 


ul* yiLixiininsoyiu ueu jdi 




aui\o LA. 


NCBI GI 


g3341692 


BLAST score 


184 


E value 


r A- 1 yt 


Match length 


Q 1 
O 1 


% identity 


52 


NCBI Description 


(ACUuod/z) unknown protein [Araoidopsis tnalianaj 


Seq* No. 


51443 


beq. iu 


uu— gmriniinsoyiuunu /di 


Method 




NCBI GI 


g4544438 


BLAST score 


145 


E value 


z . ue-uy 


Match length 


*7 Q 


-6 identity 


4U 


JNUni Description 


(AC006592) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


514 4 4 


Seq. ID 


uC-gmrlmmsoyluocuyDl 


Method 


BLASTX 


NCBI GI 


gl402912 


BLAST score 


278 


E value 


4 . ue-zo 


Match length 




% identity 


A 

60 


NCBI Description 


(Xybjil/) peroxidase [Araoiaopsis tnalianaj 


Seq. No. 


51445 


beq. lu 


uu- gitir lini n s o y i u o a u o jo i 


jyietnoa 


bJLAblA 


MpRT (IT 


y ± z. / i ji j 


BLAST score 


166 


E value 


4.0e-12 


Match length 


50 


% identity 


60 


NCBI Description 


(U51740) secreted glycoprotein 3 [Ipomoea trifida] 



8423 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51446 

uC-gmf lmins oy 1 0 8d0 8b 1 

BLASTX 

g4056568 

182 

1.0e-13 

76 

15 

(U90944) PDI-like protein [Zea mays] 
51447 

uC-gmflminsoyl08e06bl 

BLASTX 

g3169174 

250 

2.0e-21 

91 

57 

(AC004401) 
thaliana] 



putative serine carboxypeptidase I [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51448 

uC-gmflminsoyl09a01bl 

BLASTX 

g4263510 

198 

1.0e-15 

93 

43 

(AC004044) hypothetical protein [Arabidopsis thaliana] 
51449 

uC-gmflminsoyl09a08bl 

BLASTX 

g2618698 

212 

1.0e-17 

79 

62 

(AC002510) unknown protein [Arabidopsis thaliana] 
51450 

uC-gmf lminsoy!09cllbl 

BLASTN 

g4521152 

81 

9.0e-38 

211 

87 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



51451 

uC-gmflminsoyl09d02bl 

BLASTX 

g2558664 



8424 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212 

1.0e-17 

69 

54 

(AC002354) hypothetical protein [Arabidopsis thaliana] 
51452 

uC-gmflminsoyl09e03bl 

BLASTX 

g3947735 

164 

1.0e-ll 

57 

54 

(AJ009720) NL27 [Solanum tuberosum] 
51453 

uC-gmf IminsoylO 9e0 9bl 

BLASTX 

g4432839 

261 

3.0e-23 

72 

44 

(AC006283) unknown protein [Arabidopsis thaliana] 
51454 

uC-gmflminsoyl09g09bl 

BLASTX 

gl935019 

404 

8.0e-40 

91 

86 

(Z93774) sucrose transport protein [Vicia faba] 
51455 

uC-gmflminsoyll5dllbl 

BLASTX 

g3915737 

211 

2.0e-17 

56 

75 

IMPORTIN ALPHA SOBUNIT (KARYOPHERIN ALPHA SUBUNIT) (KAP 
ALPHA) >gi_3228370 (AF017252) import in alpha [Lycopersicon 
esculentum] 

51456 

uC-gmf Iminsoyll5gl0bl 

BLASTX 

g4240120 

197 

2.0e-15 

46 

72 

(AB007801) cytochrome b5 [Arabidopsis thaliana] 



8425 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51457 

uC-gmflminsoyll7c04bl 

BLASTX 

g2961346 

397 

1.0e-38 

118 
67 

(AL022140) 
thaliana] 



pectinesterase like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



51458 

uC-gmflminsoyll7ellbl 

BLASTN 

g!70042 

135 

5.0e-70 

221 

93 

Glycine max cv Prize protein kinase mRNA 
51459 

uC-gmf Iminsoyll7g04bl 

BLASTX 

g629670 

173 

2.0e-12 

75 

51 



NCBI Description hypothetical protein - tomato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



51460 

uC-gmf Iminsoyll7h06bl 

BLASTX 

g82307 

469 

4.0e-47 

99 

86 

myb protein 306 - garden snapdragon >gi_256828_bbs_115017 
Myb oncoprotein homolog {clone 306} [Antirrhinum 
majus=snapdragons, Jl:522, flowers, Peptide, 316 aa] 

51461 

uC-gmflminsoyll8b05bl 

BLASTX 

g!707007 

216 

2.0e-17 

121 

9 

(U78721) hypothetical protein [Arabidopsis thaliana] 
51462 

uC-gmf Iminsoyll8b06bl 
BLASTX 



8426 



NCBI GI 


g2894599 




BLAST score 


282 




sh value 


0 . ue z 0 




ixiaucn lengcn 






% identity 


Q c: 
0 0 




NCBI Description 


vAiiUZ 10 0 :? j puLdLive protein [i-irdDiaopsis 


una 11 ana j 


beq. jno . 


D±4 Dj 






U.\^ yiLLX XiUXllO vjy X X O Z.U X 




l v ic LIlUvJ, 


DXjriO X vi 




NCBI GI 


gl69958 




BLAST score 


115 




E value 


/ . US Do 




L v Jd lt2IlyU.Il 


996 




% identity 


yi 




nujdi uescnpnon 


biycins max b dox oinaing iaCLor tbDc^H] 


nir\iNii / z> enu 


beq. JNO. 


314 u4 




oeq. ±u 


ul gitiiiniinsoyiioeuiDi 




t v lc LIlvJU. 


uj A CITY 




NCBI GI 


g4539363 




BLAST score 


197 




E value 


z . ue-io 




Match length 


7 9 
/ Z 




% identity 


bl 




NCBI Description 


(AL04 9525) putative protein [Arabidopsis 


thaliana] 


Seq. No. 


C "1 A C C 

bl4 00 




beq. ijj 


uC — gmf lminsoyl 19gl2bl 






T3T 7\ qrpvr 
JD XiriO 1 IN 




NCBI GI 


g456713 




BLAST score 


235 




E value 


1 . ue ±z y 




Tvjff -a 4— /-1 Vi "1 at*» / t 1 V> 

i v iaL,di lenytn 






-s identity 


zo 




NCBI Description 


Glycine max gene for ubiquitin, complete 


cds 


Seq. No. 


j14dd 




oeq, xu 


uL gmx lininsoy 1 1 ynu 4Di 






JDljrlO 1 A 




NCBI GI 


g2827658 




BLAST score 


412 




E value 


z . ue-4 u 




ixiaxcn leny in 


14 Z 




% identity 


bo 




NCBI Description 


(ALUzloi/) putative protein LArabidopsis 


thaliana] 


Seq. No. 


51467 




beq. xu 


uu-gmrimmsoyizuDiUDi 




riei-noa 


rsljAb i A 




NPRT (IT 

ViKsi-> J- ox 


g4006858 




BLAST score 


166 




E value 


4.0e-12 




Match length 


60 




% identity 


58 




NCBI Description 


(Z99707) cold acclimation protein homolog [Arabidopsis 



thaliana] 



8427 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51468 

uC-gmflminsoyl20d03bl 

BLASTX 

g3548803 

152 

5.0e-23 

76 

76 

(AC005313) putative DNA-binding protein [Arabidopsis 
thaliana] >gi_4335770_gb_AAD174 4 7_ (AC006284) putative 
SMUBP-2 [mouse] DNA-binding protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51469 

uC-gmflminsoyl20dl0bl 

BLASTN 

g3184053 

40 

2.0e-13 

64 

91 

Pisum sativum mRNA for MADS-box transcription factor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51470 

uC-gmflminsoyl20el0bl 

BLASTN 

gl66411 

141 

1.0e-73 

277 

88 

Medicago sativa NADH-glutamate synthase mRNA, comlete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51471 

uC-gmflminsoyl20f07bl 

BLASTX 

gl402879 

259 

9.0e-23 

90 

58 

(X98130) unknown [Arabidopsis thaliana] 
>gi_JL495247_emb_CAA66220_ (X97616) orf 05 
thaliana] 



[Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51472 

uC-gmrominsoy0001a02bl 

BLASTX 

g3688209 

181 

2.0e-13 

120 

49 

(AJ010093) MAP3K beta 1 



protein kinase [Brassica napus] 



Seq. No. 
Seq. ID 



51473 

uC-gmrominsoyOO 0 1 f 09al 



8428 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g4097880 

202 

3.0e-16 

64 

66 

(U70866) 



polyprotein [Bean pod mottle virus] 



51474 

uC-gmrominsoyO 0 0 1 f 12bl 

BLASTX 

g3549667 

176 

5.0e-13 

58 
60 

(AL031394) Arabidopsis dynamin-like protein ADL2 
[Arabidopsis thaliana] 

51475 

uC-gmrominsoy02 6b03bl 

BLASTN 

gl667372 

163 

1.0e-86 

327 

83 

M.sativa MMK4 mRNA for protein kinase 
51476 

uC-gmrominsoy02 6f 12bl 

BLASTX 

g4567235 

338 

1.0e-31 

122 
55 

(AC007119) putative phosphatidylinositol/phophatidylcholine 
transfer protein [Arabidopsis thaliana] 

51477 

uC-gmrominsoy027a07bl 

BLASTX 

g3122625 

291 

1.0e-26 

81 

70 

PROBABLE 26S PROTEASE REGULATORY SUBUNIT S10B >gi__2394434 
(AF024493) strong similarity to the AAA family of ATPases 
[Caenorhabditis elegans] 

51478 

uC-gmrominsoy027f Olbl 

BLASTN 

gl8588 

233 



8429 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-128 

435 

100 

Soybean gene 3 for chalcone synthetase protein 
51479 

uC-gmrominsoy028b05bl 

BLASTN 

g849135 

103 

1.0e-50 

115 

97 

Vigna radiata vacuolar H+-ATPase subunit A mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51480 

uC- gmr omin s o y 0 2 8 c 0 lb 1 

BLASTX 

g2606077 

362 

2.0e-34 

137 

53 

(AF030301) auxin-induced protein 



[Helianthus annuus] 



51481 

uC-gmrominsoy028h07bl 

BLASTX 

g!084404 

156 

2.0e-10 

64 

47 

hypothetical protein - tomato >gi_667 069 
[Lycopersicon esculentum] 



(L22186) ORF 



51482 

uC-gmrominsoy029f llbl 

BLASTX 

gl084393 

217 

2.0e-17 

61 

64 

peroxidase (EC 1.11.1.7) precursor - parsley >gi_559235 
(L36981) anionic peroxidase [Petroselinum crispum] 

51483 

uC-gmrominsoy030b07bl 

BLASTX 

gll09873 

285 

1.0e-25 

65 

41 

(U41542) Similar to protein disulfide isomerase; coded for 



8430 



by C. elegans cDNA CEESB65F; coded for by C. elegans cDNA 
CEESH23FB; coded for by C. elegans cDNA CEESH23FC; coded 
for by C. elegans cDNA CEESN70F; coded for by C. elegans 
cDNA CEESO 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51484 

uC-gmrominsoy030ellbl 

BLASTX 

g3377820 

190 

2.0e-14 

52 

69 

(AF076275) contains similarity to coatomer zeta chains 
[Arabidopsis thaliana] 

51485 

uC-gmrominsoy030f 12b 1 

BLASTX 

g4490702 

273 

4.0e-24 

85 

64 

(AL035680) hypothetical protein [Arabidopsis thaliana] 
51486 

uC-gmrominsoy031a03bl 

BLASTX 

gl663545 

252 

1.0e-21 

89 
57 

(U55807) disease resistance protein homolog [Glycine max] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51487 

uC - gmr omins o y 0 3 2 c 0 2b 1 

BLASTN 

gl808591 

61 

5.0e-26 

157 

85 

C.arietinum mRNA for SAM- synthetase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51488 

uC-gmrominsoy032c08bl 

BLASTN 

g4389416 

433 

0.0e+00 

497 

97 

Glycine max nitrate reductase 



(nr2) gene, partial cds 



Seq. No. 



51489 



8431 



Seq. ID 

Method 

NCBT GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gitirominsoy032c09bl 

BLASTN 

gl69980 

112 

4.0e-56 

211 
89 

Soybean heat-shock protein (Gmhsp2 6-A) gene, complete cds 
51490 

uC-gmrominsoy032d03bl 

BLASTX 

gl778378 

386 

3.0e-37 

144 

60 

(U81289) NAPlPs [Pisum sativum] 
51491 

uC-gmrominsoy033g02bl 

BLASTX 

gl465818 

197 

4.0e-15 

63 

54 

(U64855) coded for by C. elegans cDNA CEESS16F; coded for 
by C. elegans cDNA yk76bl0.3; coded for by C. elegans cDNA 
ykl4d4.3; coded for by C. elegans cDNA CEESS16F; coded for 
by C. elegans cDNA yk4 9all.5; coded for by C. elegans cDNA 
yk48c6 

51492 

uC-gmrominsoy033h02bl 

BLASTX 

gl825661 

239 

4.0e-20 

74 
58 

(U88175) similar to protein-S isoprenylsysteine 
O-methyltransf erase; coded for by C. elegans cDNA 
ykll9c9.5; coded for by C. elegans cDN [Caenorhabditis 
elegans] 

51493 

uC - gmr omins o y 0 3 4 e 0 5b 1 

BLASTX 

g3152594 

429 

2.0e-42 
137 

8 

(AC002986) Contains repeats similar to RECA protein 
gb_L26100 from Acinetobacter calcoaceticus . [Arabidopsis 
thaliana] 



8432 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51494 

uC-gmrominsoy034el2bl 

BLASTX 

g4097880 

249 

7.0e-22 

69 

74 

(U70866) polyprotein [Bean pod mottle virus] 
51495 

uC-gmrominsoy034f 02bl 

BLASTX 

g2499127 

164 

2-0e-ll 

117 
34 

VESICLE-ASSOCIATED MEMBRANE PROTEIN/SYNAPTOBREVIN BINDING 

PROTEIN (VAP-33) >gi_1362584_pir A57245 VAMP-binding 

protein VAP-33 - California sea hare >gi_1000369 (U36779) 
vesicle-associated membrane protein/synaptobrevin binding 
protein [Aplysia californica] 

51496 

uC-gmrominsoy034f03bl 

BLASTX 

g2160189 

218 

8.0e-18 

108 

43 

(AC000132) 
kinase (gb 

from this gene. [Arabidopsis thaliana] 



Similar to A. 
RLK5 ARATH) . 



thaliana receptor-like protein 
ESTs gb_ATTS0475,gb_ATTS4362 come 



51497 

uC-gmrominsoy034f 06bl 

BLASTX 

g422811 

207 

2.0e-16 

114 
39 

dnaJ protein homolog - human 
51498 

uC-gmrominsoy034g03bl 

BLASTX 

g3355308 

203 

7.0e-16 

137 
33 

(AJ009695) wall-associated kinase 



4 [Arabidopsis thaliana] 



8433 



Seq. No. 51499 

Seq. ID uC-gmrominsoy035a09bl 

Method BLASTN 

NCBI GI g20680 

BLAST score 55 

E value 1.0e-22 

Match length 103 

% identity 88 

NCBI Description P. sativum mRNA of cDNA clone 26g 

Seq. No. 51500 

Seq. ID uC-gmrominsoy035al0bl 

Method BLASTX 

NCBI GI g24 62837 

BLAST score 497 

E value 2.0e-50 

Match length 112 

% identity 84 

NCBI Description (AF000657) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 51501 

Seq. ID uC-gmrominsoy035bllbl 

Method BLASTX 

NCBI GI g3402684 

BLAST score 470 

E value 3.0e-47 

Match length 129 

% identity 72 

NCBI Description (AC004697) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 51502 

Seq. ID uC-girtrominsoy039bl2bl 

Method BLASTX 

NCBI GI g393707 

BLAST score 293 

E value 2.0e-28 

Match length 101 

% identity 72 

NCBI Description (X67696) acetyl-CoA acyltransf erase [Cucumis sativus] 

Seq. No. 51503 

Seq. ID uC-gmrominsoy039d01bl 

Method BLASTX 

NCBI GI g4406775 

BLAST score 14 0 

E value 1.0e-17 

Match length 93 

% identity 52 

NCBI Description (AC006836) unknown protein [Arabidopsis thaliana] 

Seq. No. 51504 

Seq. ID uC-gmrominsoy039dl2bl 

Method BLASTX 

NCBI GI g2244876 

BLAST score 491 

E value 1.0e-49 

Match length 127 



8434 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



84 

(Z97338) hypothetical protein [Arabidopsis thaliana] 
51505 

uC-gmrominsoyO 4 OaO 8bl 

BLASTX 

g2501484 

153 

5.0e-10 

121 
33 

PUTATIVE UDP-GLUCURONOSYLTRANSFERASE UGT5 PRECURSOR (UDPGT) 
>gi_3876754_emb_CAA85328_ (Z36752) similar to 
UDP-glucuronosyltransferase; cDNA EST EMBL:D27910 comes 
from this gene; cDNA EST EMBL:D27909 comes from this gene 
[Caenorhabditis elegans] 

51506 

uC-gmrominsoy04 0b06bl 

BLASTX 

g3894387 

160 

8.0e-ll 

120 

6 

(AF053995) Hcr2-0B [Lycopersicon esculentum] 
51507 

uC-gmrominsoy040d07bl 

BLASTX 

g2809481 

265 

3.0e-23 

101 

57 

(AF042839) calmodulin [Oryza sativa] 
51508 

uC-gmrominsoy040f 06bl 

BLASTX 

g710626 

306 

7.0e-28 

86 

69 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004 625) dehydration-induced protein ERD15 [Arabidopsis 

thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 

thaliana] 

51509 

uC-gmrominsoyO 4 OgO 2bl 

BLASTN 

gl667372 

244 

1.0e-135 
391 



8435 



% identity 91 

NCBI Description M.sativa MMK4 mRNA for protein kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51510 

uC-gmrominsoy04 0gl2bl 

BLASTX 

g3668077 

172 

3.0e-12 

79 

48 

(AC004 667) hypothetical protein [Arabidopsis thaliana] 
51511 

uC-gmrominsoy040h01bl 

BLASTX 

g2160185 

513 

3.0e-52 

121 

73 

(AC000132) Similar to S. pombe ISP4 (gb_D83992) . 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51512 

uC-gmrominsoy04 la02bl 

BLASTX 

g4454039 

390 

7.0e-38 

113 

65 

(AL035394) putative Na+/H+-exchanging protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51513 

uC-gmrominsoy04 lbO 9bl 

BLASTX 

g3255965 

461 

3.0e-46 

118 

36 

(Z70200) U5 snRNP-specific 200kD protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51514 

uC-gmrominsoy042gQ8bl 

BLASTX 

g2148043 

291 

3.0e-26 
114 

43 

S-receptor kinase A14 precursor - Brassica napus >gi_392557 
(U00443) S-receptor kinase [Brassica napus] 



Seq. No. 



51515 



8436 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmrominsoy042h06bl 

BLASTX 

g3875291 

178 

1.0e-13 

62 
17 

(Z81489) Similarity to Human host cell factor CI 
(SW:P51610); cDNA EST yk205a3.5 comes from this gene; cDNA 
EST yk216bl0.5 comes from this gene; cDNA EST yk277h9.3 
comes from this gene; cDNA EST yk277h9.5 comes from this 
gene; ... >gi_3877454_emb_CAB03:L22__ (Z81087) Similarity to 
Human host cell factor CI (SW:P51610); cDNA EST yk205a3.5 
comes from this gene; cDNA EST yk216bl0.5 comes from this 
gene; cDNA EST yk277h9.3 comes from this gene; cDNA EST 
yk277h9.5 comes from this gene; 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51516 

uC-gmrominsoy04 3al lbl 

BLASTX 

gl079063 

150 

1.0e-09 

135 

37 

deep orange protein - fruit fly (Drosophila melanogaster) 
>gi_798832_emb_CAA60382_ (X86683) deep orange (dor) 
[Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51517 

uC-gmromins oy 0 4 3b 1 Ob 1 

BLASTX 

g!345132 

158 

1.0e-10 

121 

7 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51518 

uC-gmrominsoy043cl0bl 

BLASTX 

g4567279 

205 

4.0e-16 

113 
41 

(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



51519 

uC-gmrominsoy043d02bl 

BLASTX 

g2495184 



8437 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



351 

2.0e-59 

130 
92 

PROTOPORPHYRINOGEN OXIDASE, CHLOROPLAST PRECURSOR (PPO) 
>gi_1877018__dbj_BAA11820_ (D83139) protoporphyrinogen 
oxidase [Arabidopsis thaliana] 

51520 

uC - gmr omi ns o y 0 4 3g 0 8b 1 

BLASTX 

gl078946 

358 

4.0e-34 

121 

32 

gelsolin - American lobster >gi__452313__emb_CAA82650_ 
(Z29534) gelsolin [Homarus americanus] 
>gi_453697_dbj_BAA05629_ (D26582) lobster cytoplasmic 
gelsolin [Homarus americanus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51521 

uC-gmrominsoy043h02bl 

BLASTX 

g2982452 

361 

1.0e-34 

105 
65 

(AL022223) receptor protein kinase-like protein 
[Arabidopsis thaliana] 

51522 

uC-gmrominsoy044a04bl 

BLASTX 

g2959767 

448 

1.0e-44 

128 

62 

(AJ002584) 
(AC005309) 



At MRP 4 [Arabidopsis thaliana] >gi_3738292 
glut athione-con jugate transporter AtMRP4 



[Arabidopsis thaliana] 
51523 

uC-gmrominsoy044c04bl 

BLASTX 

gl32944 

149 

2.0e-09 

28 
96 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 



51524 



8438 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmrominsoy044d05bl 

BLASTX 

g2981475 

433 

6.0e-43 

110 
72 

(AF053084) 
domestica] 



putative cinnamyl alcohol dehydrogenase [Malus 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51525 

uC-gmrominsoy044f 12bl 

BLASTX 

g4454051 

573 

3.0e-59 

157 

65 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 

51526 

uC-gmrominsoyO 4 4 gl2bl 

BLASTX 

g4007734 

205 

4.0e-16 

125 
38 

(AL034447) putative transmembrane protein [Streptomyces 
coelicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51527 

uC-gmrominsoyO 4 5d0 3bl 

BLASTN 

g2293133 

190 

1.0e-102 

346 
89 

Globodera rostochiensis 

glyceraldehyde-3-phosphate-dehydrogenase 
partial cds 



(gpd-1) mRNA, 



Seq. No. 
Seq. ID 



51528 

uC-gmromins oy 0 4 5 f 0 lbl 

BLASTX 

g2854182 

458 

7.0e-46 

94 

94 

(AF045644) similar to the ARF family of ATP-binding 
proteins [Caenorhabditis elegans] 

51529 

uC-gmrominsoy045h05bl 



8439 



Method 


TJT 7\ O T" Kf 




VTfT") T" f~* T 

NCBI GI 


goobuy y 




BLAST score 


276 




E value 


1.0e-154 




Match length 


363 




% identity 


96 




NCBI Description 


Glycine max putative water 


channel protein ( 




complete cds 




Seq. No. 


51530 




Seq. ID 


uC-gmrominsoy046a09bl 




Method 


tit 7\ o mv 

BLASTX 




NCBI GI 


g3461820 




BLAST score 


183 




E value 


1 . Oe-13 




Match length 


55 




% identity 


55 




NCBI Description 


(AC004138) unknown protein 


[Arabidopsis thai 


Seq. No. 


51531 




Seq. ID 


uC-gmrominsoy04 6d07bl 




Method 


DT TV nmv 

BLASTX 




NCBI GI 


g3779024 




BLAST score 


146 




E value 


2 . Oe-09 




Match length 


70 




% identity 


47 




NCBI Description 


(AC005171) unknown protein 


[Arabidopsis thai 


Seq. No* 


51532 




Seq. ID 


uC-gmrominsoy04 6gl2bl 




Method 


BLAST N 




NCBI bX 


g255407 




BLAST score 


87 




E value 


8.0e-42 




Match length 


111 




% identity 


95 




NCBI Description 


repetitive proline-rich protein {cDNA clone 



[Glycine max-soybeans, 
943 nt] 



1A10-2} 

axes germinated for 31 hours, mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



51533 

uC-gmrominsoy047b05bl 

BLASTX 

g4102600 

696 

1.0e-73 

145 

88 

(AF013467) ARF6 [Arabidopsis thaliana] 
51534 

uC-gmrominsoy047b09bl 

BLASTX 

gll84075 

346 

1.0e-32 



8440 



Match length 

% identity 

NCBI Description 



144 

2 

(U42444) Cf-2.1 [Lycopersicon pimpinellif olium] 

>gi_1587673_prf 2207203A Cf-2 gene [Lycopersicon 

esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



51535 

uC-gmrominsoy047c02bl 

BLASTX 

g3249105 

172 

7.0e-13 

59 

56 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb X78886 from A. thaliana. [Arabidopsis thaliana] 



51536 

uC-gmrominsoy047el2bl 

BLASTX 

g2736514 

465 

1.0e-46 

142 
58 

(AF039052) similar to ribophorin I 



[Caenorhabditis elegans] 



51537 

uC-gmrominsoy047h06bl 

BLASTN 

gl938226 

52 

3.0e-20 

199 

82 

M.sativa mRNA for carbonic anhydrase 
51538 

uC-gmrominsoy048b03bl 

BLASTX 

g!24727 

151 

8.0e-10 

92 
3 

INVOLUCRIN >gi_2144795_pir 136911 involucrin L - 

douroucouli >gi__176558 (M25313) involucrin (large allele) 
[Aotus trivirgatus] 

51539 

uC-gmr omins oy 0 4 8 c 1 lbl 

BLASTX 

g2499223 

315 

5.0e-29 

122 

56 



8441 



NCBI Description 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



HYPOTHETICAL 63.1 KD PROTEIN R07E4.4 IN CHROMOSOME X 
>gi_1049394 (U39652) similar to guanosine-diphosphatase 
from S. cerevisiae, (PIR:P32621) [Caenorhabditis elegans] 

51540 

uC-gmrominsoy048e08bl 

BLASTX 

g4558671 

352 

3.0e-33 

133 

55 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
51541 

uC-gmrominsoy048f 06bl 

BLASTX 

g465981 

358 

4.0e-34 

117 

68 

HYPOTHETICAL 95.6 KD PROTEIN ZC21.2 IN CHROMOSOME III 

>gi_630741_pir S44873 ZC21.2 protein - Caenorhabditis 

elegans >gi_289732 (L16685) homology with transient 
receptor potential protein; putative [Caenorhabditis 
elegans] 

51542 

uC-gmrominsoy049a01bl 

BLASTX 

g4567311 

279 

7.0e-25 

81 

64 

(AC005956) putative protein kinase [Arabidopsis thaliana] 
51543 

uC-gmrominsoy049b03bl 

BLASTX 

g3169065 

215 

2.0e-17 

111 

42 

(AL023704) putative translocation elongation factor-Tu 
family [Schizosaccharomyces pombe] 

51544 

uC-gmrominsoy04 9b06bl 

BLASTX 

g3878427 

333 

4.0e-31 

129 
51 



8442 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(Z81099) predicted using Genefinder; Similarity to Slime 
mould WD40 repeat protein (SW:P54686); cDNA EST EMBL:M89013 
comes from this gene; cDNA EST EMBL:M89299 comes from this 
gene; cDNA EST EMBL:D70935 comes from this gene; cD 



51545 

uC-gmrominsoy049d08bl 

BLASTX 

g2894607 

271 

9.0e-24 

121 
47 

(AL021889) NAM (no apical meristem) 
[Arabidopsis thaliana] 



like protein 



51546 

uC- gmr omin s o y 0 5 0 b 0 3b 1 

BLASTX 

gl35422 

703 

2.0e-74 

154 

86 

TUBULIN ALPHA- 4 CHAIN >gi__88 945_pir A25873 tubulin alpha 

chain (version 2) - human >gi_2119265_pir 177427 

alpha-tubulin isotype M-alpha-6 - mouse >gi_202215 (M13444) 
alpha-tubulin isotype M-alpha-6 [Mus musculus] 

51547 

uC - gmr omin s o y 0 5 0 c 0 3b 1 

BLASTX 

g4204304 

175 

6.0e-13 

34 

88 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



51548 

uC-gmrominsoy050h02bl 

BLASTX 

g4206640 

256 

5.0e-22 

161 

42 

(AF072858) zinc transporter 



ZAT [Arabidopsis thaliana] 



51549 

uC-gmrominsoy053dl0bl 

BLASTX 

g3334144 

145 

4.0e-09 

30 



8443 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

Gl/S-SPECIFIC CYCLIN C-TYPE >gi__1695698_dbj_BAA13181_ 
(D86925) C-type cyclin [Oryza sativa] 



51550 

uC-gmrominsoy053e09bl 

BLASTN 

g3128135 

41 

8.0e-14 

73 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K19E1, complete sequence [Arabidopsis thaliana] 



TAC clone 



51551 

uC-gmrominsoy053f 02bl 

BLASTX 

g3875268 

433 

8.0e-43 

116 

69 

(Z77655) similar to Transthyretin-like family 
[Caenorhabditis elegans] 



51552 

uC-gmrominsoy055f Olbl 

BLASTX 

g3122254 

111 

3.0e-ll 

58 

69 

EUKARYOTIC TRANSLATION 
>gi_2642164 (AC003000) 
thaliana] 



INITIATION FACTOR 6 (EIF-6) 
hypothetical protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



51553 

uC-gmrominsoy055g05bl 

BLASTN 

gl208536 

359 

0.0e+00 

363 

100 

Glycine max guanine nucleotide regulatory protein 
mRNA, complete cds 

51554 

uC-gmrominsoy055h03bl 

BLASTN 

gl56758 

184 

5.0e-99 

392 

87 



(rab2) 



8444 



NCBI Description D.melanogaster actin gene, complete cds, locus 5C 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



51555 

uC-gmrominsoy057a08bl 

BLASTX 

g4249388 

373 

8.0e-36 

95 

74 

(AC005966) Similar to gb_AF025438 Opa-interacting protein 
(0IP2) from Homo sapiens. [Arabidopsis thaliana] 

51556 

uC-gmrominsoy058e01bl 

BLASTX 

gll73209 

304 

6.0e-28 

67 

87 

40S RIBOSOMAL PROTEIN S16 >gi_541835_pir S41193 ribosomal 

protein S16 protein - upland cotton 

>gi_439654_emb_CAA53567_ (X75954) RS16 protein, 40S subunit 
[Gossypium hirsutum] 

51557 

uC-gmrominsoy058ellbl 

BLASTN 

gl6508 

84 

1.0e-39 

148 

89 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 

51558 

uC-gmrominsoy059e03bl 

BLASTX 

gll72636 

443 

4.0e-44 

105 

82 

PROBABLE 26S PROTEASE REGULATORY SUBUNIT 6B >gi_529215 
(U12965) similar to CDC48/PAS1/SEC18 family; highest 
similarity to 26S protease subunit 4, member of eukaryotic 
ATPase family [Caenorhabditis elegans] 

51559 

uC-gmrominsoyO 60b0 9bl 

BLASTX 

g3024444 

200 

1.0e-15 



8445 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



50 
70 

SERINE/THREONINE- PROTEIN KINASE PRP4 HOMOLOG >gi_13994 62 
(U48736) serine/threonine-protein kinase PRP4h [Homo 
sapiens] >gi_4506125_ref_NP_003904 . l_pPRP4__ UNKNOWN 

51560 

uC-girtrominsoy060bllbl 

BLASTX 

g4105633 

152 

2.0e-18 

98 
54 

(AF048982) 
thaliana] 



putative ethylene receptor [Arabidopsis 



51561 

uC - gmromi n s o y 0 6 1 b 0 2b 1 

BLASTX 

gll69228 

201 

1.0e-15 

46 

74 

RNA HELICASE-LIKE PROTEIN DB10 >gi_1084413_pir S42639 

helicase-like protein - Wood tobacco 

>gi_563986_dbj_BAA03763_ (D16247) RNA helicase like protein 
DB10 [Nicotiana sylvestris] 

51562 

uC-gmrominsoy062bllbl 

BLASTX 

g2213586 

231 

3.0e-19 

112 

66 

(AC000348) T7N9.6 [Arabidopsis thaliana] 
51563 

uC-gmrominsoy062g02bl 

BLASTX 

g4101591 

311 

1.0e-28 

125 

50 

(AF005051) aspartyl aminopeptidase 
51564 

uC-gmrominsoy065e09bl 
BLASTX 
g2914706 
277 

2.0e-24 
65 



[Mus musculus] 



8446 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



77 

(AC003974; 



putative homeobox protein [Arabidopsis thaliana] 



51565 

uC-gmrominsoy067a01bl 

BLASTX 

gl495804 

222 

1.0e-18 

63 

68 

(X96406) 13-lipoxygenase [Solanum tuberosum] 
51566 

uC-gmrominsoy067f 05bl 

BLASTX 

g2586082 

305 

5.0e-28 

110 
55 

(U72725) retrofit [Oryza longistaminata] 
51567 

uC-gmrominsoy069e02bl 

BLASTX 

g2624328 

230 

5.0e-19 

89 

49 

(AJ002894) OsGRP2 [Oryza sativa] 
51568 

uC-gmrominsoy069g08bl 

BLASTX 

g3947735 

227 

1.0e-18 

144 

36 

(AJ009720) NL27 [Solanum tuberosum] 
51569 

uC-gmrominsoy072hllbl 

BLASTX 

g416758 

216 

9.0e-18 

84 

76 

SERINE CARBOX YPE PT I DAS E PRECURSOR >gi__166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 



Seq. No. 



51570 



8447 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmrominsoy073cl2bl 

BLASTX 

g3450842 

191 

2.0e-14 

56 
71 

(AF080436) 
sativa] 



mitogen activated protein kinase kinase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



51571 

uC-gmrominsoy073dl0bl 

BLASTX 

g2191171 

267 

2.0e-23 

70 

61 

(AF007270) similar to A. 
[Arabidopsis thaliana] 



thaliana DI19 mRNA (NID : g469110 ) 



51572 

uC-gmrominsoy073e04bl 

BLASTX 

g3005931 

189 

3.0e-14 

126 

39 

(AJ005016) ABC transporter 



[Homo sapiens] 



51573 

uC-gmrominsoy073f llbl 

BLASTX 

gl230630 

186 

7.0e-14 

68 

49 

(U50310) weak similarity to human synapsin lb 
[Caenorhabditis elegans] 



(PIR:B35363) 



51574 

uC-gmrominsoy07 4 cO 6bl 

BLASTX 

gl707139 

331 

5.0e-31 

94 

69 

(U80836) similar to mitochrondrial 2-oxoglutarate/malate 
carrier protein [Caenorhabditis elegans] 

51575 

uC-gmrominsoy074f01bl 

BLASTX 

g3337361 



8448 



# 



BLAST score 443 

E value 3.0e-44 

Match length 98 

% identity 85 

NCBI Description (AC004481) ankyrin-like protein [Arabidopsis thaliana] 

Seq. No. 51576 

Seq. ID uC-gmrominsoy074hllbl 

Method BLASTX 

NCBI GI g2911073 

BLAST score 243 

E value 1.0e-20 

Match length 95 

% identity 4 9 

NCBI Description (AL021960) putative protein [Arabidopsis thaliana] 

Seq. No. 51577 

Seq. ID uC-gmrominsoy079a01bl 

Method BLASTX 

NCBI GI g4455231 

BLAST score 14 8 

E value 2.0e-09 

Match length 74 

% identity 59 

NCBI Description (AL035523) putative protein [Arabidopsis thaliana] 

Seq. No. 51578 

Seq. ID uC-gmrominsoy079d01bl 

Method BLASTX 

NCBI GI g2244785 

BLAST score 504 

E value 4.0e-51 

Match length 145 

% identity 71 

NCBI Description (Z97335) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 51579 

Seq. ID uC-gmrominsoy080gl2bl 

Method BLASTX 

NCBI GI g3805845 

BLAST score 318 

E value 2.0e-29 

Match length 98 

% identity 60 

NCBI Description (AL031986) putative protein [Arabidopsis thaliana] 

Seq. No. 51580 

Seq. ID uC-gmrominsoy081a01bl 

Method BLASTX 

NCBI GI gl063400 

BLAST score 256 

E value 5.0e-22 

Match length 55 

% identity 89 

NCBI Description (X92888) glycolate oxidase [Lycopersicon esculentum] 

Seq. No. 51581 



8449 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmrominsoy08 IdO lbl 

BLASTX 

g2245030 

141 

1.0e-08 

35 

80 

(Z97341) apetala2 domain TINY homo log [Arabidopsis 
thaliana] 

51582 

uC-gmrominsoy081g07bl 

BLASTX 

g2213600 

316 

4.0e-29 

127 
48 

(AC000348) T7N9.20 [Arabidopsis thaliana] 



51583 

uC-gmrominsoy085cllbl 

BLASTX 

g2920587 

144 

3.0e-09 

55 

44 

(AF038362) TBP-associated factor 172 
>gi_2995136_emb_CAA04475_ (AJ001017 ) 
sapiens] 



[Homo sapiens] 
TAFII170 [Homo 



51584 

uC-gmrominsoy086a07bl 

BLASTX 

gl076389 

367 

3.0e-35 

77 

51 

protein phosphatase 2A pDFl - Arabidopsis thaliana 
>gi_683502__emb_CAA57528_ (X82002) protein phosphatase 2A 65 
kDa regulatory subunit [Arabidopsis thaliana] 

51585 

uC-gmrominsoy086allbl 

BLASTX 

g3746069 

156 

2.0e-10 

128 
33 

(AC005311) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 
Seq. ID 



51586 

uC-gmrominsoy08 6gl0bl 



8450 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3367596 

204 

1.0e-21 

90 
62 

(AL031135) 



putative protein [Arabidopsis thaliana] 



51587 

uC-gmrominsoy087al0bl 

BLASTX 

g629564 

215 

3.0e-17 

43 

95 

ubiquitin — protein ligase 
thaliana 



(EC 6.3.2.19) - Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51588 

uC-gmrominsoy087c04bl 

BLASTX 

gl38364 

252 

4.0e-22 

76 

67 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi__210812 
(M62738) coat protein [Bean pod mottle virus] 

51589 

uC-gmrominsoy087d05bl 

BLASTN 

gl66421 

174 

5.0e-93 

330 
88 

Medicago sativa ubiquitin carrier protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



51590 

uC-gmrominsoy087gl2bl 

BLASTX 

g4580717 

273 

2.0e-37 

91 

87 

(AF136161) phosphoenolpyruvate carboxykinase 2 
panicoides] 

51591 

uC-gmrominsoy088e04bl 
BLASTX 



[Urochloa 



8451 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2281115 
187 

2.0e-14 

46 

78 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51592 

uC-gmr omins o y 0 8 8 g 0 9b 1 

BLAST N 

gl66411 

167 

5.0e-89 

315 

88 

Medicago sativa NADH-glutamate synthase mRNA, comlete cds 
51593 

uC-gmrominsoy089dl2bl 

BLASTX 

g2494321 

407 

7.0e-40 

93 

80 

PROBABLE INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 
>gi_3877497_emb_CAA90247_ (Z4 9967) similar to initiation 
factor 5A; cDNA EST EMBL.D75952 comes from this gene; cDNA 
EST EMBL.D74070 comes from this gene; cDNA EST EMBL:D74623 
comes from this gene; cDNA EST EMBL:D74571 comes from this 
gene; cDNA EST EMBL 



51594 

uC-gmrominsoy089gl0bl 

BLASTX 

gll23105 

146 

3.0e-09 
111 

28 

(U42438) similar to S. 
protein 1 (SP:P38703) 



cerevisiae longevity-assurance 
[Caenorhabditis elegans] 



Seq. No. 
Seq. ID 
Method 



51595 

uC-gmrominsoy089h07bl 

BLASTX 

g4454467 

140 

1.0e-08 

46 
59 

(AC006234) unknown protein [Arabidopsis thaliana] 
51596 

uC-gmrominsoy090e08bl 
BLASTN 



8452 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3821780 
37 

2.0e-ll 

41 

63 

Xenopus laevis cDNA clone 27A6-1 
51597 

uC-gmrominsoy090f llbl 

BLASTX 

g4006915 

302 

2.0e-27 

136 

51 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
51598 

uC-gmrominsoyO 91e05bl 

BLASTX 

g4263704 

268 

1.0e-23 

117 

51 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 

51599 

uC-gmrominsoy091f 12b 1 

BLASTX 

g2979543 

289 

2.0e-26 

67 

90 

(AC003680) hypothetical protein [Arabidopsis thaliana] 
51600 

uC-gmrominsoy091g04bl 

BLASTX 

gl848214 

238 

2.0e-33 

96 

74 

(Y11210) 
tabacum] 



uracil phosphoribosyltransf erase [Nicotiana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



51601 

uC-gmrominsoy092a09bl 

BLASTX 

g2062175 

233 

3.0e-27 

110 

63 



8453 



# 



NCBI Description (AC001645) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51602 

uC-gmrominsoy092al0bl 

BLASTN 

gl70065 

265 

1.0e-147 

309 

12 

Soybean (G.max) proline-rich cell wall protein (SbPRP2; 
gene, complete cds 

51603 

uC-gmrominsoyO 92g02bl 

BLASTX 

gl001311 

301 

1.0e-27 

100 

56 

(D64006) hypothetical protein [Synechocystis sp.] 
51604 

uC-gmrominsoyQ92h04bl 

BLASTX 

g4103324 

241 

1.0e-20 

56 

88 

(AF022716) GDP-mannose pyrophosphorylase [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



51605 

uC-gmrominsoy093e05bl 

BLASTN 

gl66411 

188 

1.0e-101 

376 

88 

Medicago sativa NADH-glutamate synthase mRNA, comlete cds 
51606 

uC-gmromins oyO 9 3 f 0 6bl 

BLASTX 

gl931645 

201 

1.0e-15 

78 

53 

(D95973) Fe(II) transporter isolog [Arabidopsis thaliana] 
51607 

uC-gmrominsoy094f 04bl 
BLASTN 



8454 



NCBI GI 


g2104678 


BLAST score 


63 


ill value 


j . ue z / 


Tola -1- pVi "I anrfhh 




% identity 




jnuoj. uescription 


V . IdDd IllKJNii. TOT tidnSCnptlOn 


beq. no. 


OloUo 


Oprr T n 

Oc^ * 1U 


1 1 — /•tin votyi t t*i o r~\ t t m Q yl r*r f\ "0 V\ "1 

yiiiioiLimiboy u :? *±yu oxji 




DiiriO 1 A 


NCBI GI 


gl617274 


BLAST score 


205 


E value 


z . ue lo 


l ictUL^ii icily Hi 




% identity 






tii / j i-yyir-~Dinainy protein l 


beq. no. 


oibu y 


beq* iu 


uC—gitiroininsoyO 95 eO 9b 1 


Mot" Vj 


Jjlirio 1 A 


MPDT PT 
LNO.D-L Ul 


y 0 1 *± ft Z 


BLAST score 


251 


E value 


1.0e-21 


Match length 


yo 


% identity 


9 Q 
ZO 


NCBI Description 


(D63875) KIAA0155 gene product 




bU4o4.z protein. [Homo sapiens 


Seq. No. 


51610 


beq. iu 


uC-gmrominsoyuyoauzbl 


riernoa 


JDliAb i A 


NCBI GI 


gl002796 


BLAST score 


355 


E value 


i . ue-jj 


l v laUt^il icily Lil 




% identity 


bo 


iMU-Di Description 


[Uooyicij upmiu [Craterostigina 


Seq. No. 


ol oil 


c orr Tn 
Ocy. IU 


uC — gitirominsoyO 98e0 93ol 


L it? L-iiOvJ. 




NCBI GI 


g2443881 


BLAST score 


229 


E value 


5.0e-19 


Match length 


51 


% identity 


82 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(AC002294) contains beta-transducin motif [Arabidopsis 
thaliana] 

51612 

uC-gmrominsoy098hl0bl 

BLASTN 

g463251 

131 

2.0e-67 

303 
86 



8455 



NCBI Description M.sativa (Nagyszenasi) mRNA for ribosomal protein RL5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51613 

uC-gmrominsoyl00e04bl 

BLASTX 

gl931642 

375 

4.0e-36 

134 

49 

(U95973) Ser/Thr protein kinase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51614 

uC-gmrominsoylOOf 03bl 

BLASTX 

g4454043 

300 

3.0e-27 

115 

38 

(AL035394) putative receptor kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51615 

uC-gmrominsoylOOf 08bl 

BLASTX 

g2119045 

404 

2.0e-39 

125 

67 

small nuclear ribonucleoprotein U1A - potato 
>gi_1050840_emb_CAA90282_ (Z49990) UlsnRNP-specif ic 
protein, U1A [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51616 

uC-gmrominsoyl01f 03bl 

BLASTN 

gl70019 

69 

6.0e-31 

129 
88 

Soybean maturation protein 



(MAT1) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51617 

uC-gmrominsoyl02a08bl 

BLASTN 

g2055227 

46 

1.0e-16 

177 

91 

Glycine max mRNA for SRC1, complete 



cds 



Seq. No. 
Seq. ID 



51618 

uC-gmrominsoyl02f 03bl 



8456 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g3879851 

350 

4.0e-33 

123 

56 

(Z81592) predicted using Genefinder; cDNA EST yk400g3.3 
comes from this gene; cDNA EST EMBL:C08162 comes from this 
gene; cDNA EST EMBL:C09805 comes from this gene; cDNA EST 
yk400g3.5 comes from this gene; cDNA EST yk336dl0.3 co 

51619 

uC-gmrominsoyl02g05bl 

BLASTN 

g3821780 

33 

6.0e-09 

35 

59 

Xenopus laevis cDNA clone 27A6-1 
51620 

uC-gmrominsoyl03dl0bl 

BLASTX 

g3935147 

509 

1.0e-51 

148 

68 

(AC005106) T25N20.11 [Arabidopsis thaliana] 
51621 

uC-gmrominsoyl03e!2bl 

BLASTX 

g417696 

262 

8.0e-23 

65 

66 

DNA-DIRECTED RNA POLYMERASES I, 
POLYPEPTIDE (ABC10-BETA) (ABC8) 
DNA-directed RNA polymerase (EC 2.7.7.6) II chain RPB10 - 
yeast (Saccharomyces cerevisiae) >gi__295635 (L11274) 
subunit ABClObeta shared by DNA dependant RNA polymerases 
I, II, and III [Saccharomyces cerevisiae] 

>gi_385569_bbs_133380 (S62098) RNA polymerase II subunit 
RPB10 [yeast, Peptide, 70 aa] [Saccharomyces cerevisiae] 
>gi_14204 91_emb_CAA99425_ (Z75118) ORF YOR210w 
[Saccharomyces cerevisiae] 

51622 

uC-gmrominsoyl03f 07bl 

BLASTX 

gl947015 

188 

3.0e-14 

105 



II, AND III 8.3 
>gi_1362277_pir_ 



KD 
S48885 



8457 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



33 

(AF000263) Similar to phenylalanyl-tRNA synthetase; coded 
for by C. elegans cDNA ykl74a7.3; coded for by C. elegans 
cDNA ykl74a7.5; coded for by C. elegans cDNA CEESP75F; 
coded for by C. elegans cDNA CEESV94F; coded for by C. 
elegans cDNA CE 

51623 

uC-gmrominsoyl03h03bl 

BLASTX 

g2633727 

270 

1.0e-23 

116 

49 

(Z99111) ykrT [Bacillus subtilis] 
51624 

uC-gmrominsoyl03hl2bl 

BLASTX 

gl871199 

193 

6.0e-15 

85 
45 

(U91318) pM5 (3 1 partial) [Homo sapiens] 
51625 

uC-gmrominsoyl04a04bl 

BLASTX 

g4008402 

224 

2.0e-18 

82 
49 

(Z82286) predicted using Genefinder; similar to Fatty acid 
desaturase; cDNA EST EMBL:M89244 comes from this gene; cDNA 
EST EMBL:D32410 comes from this gene; cDNA EST EMBL:D34903 
comes from this gene; cDNA EST yk437d4.3 comes fr 

51626 

uC-gmrominsoyl04e04bl 

BLASTX 

g4455259 

159 

9.0e-ll 

103 
40 

(AL035523) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

51627 

uC-gmrominsoyl04f 05bl 

BLASTX 

g4522008 

379 

1.0e-36 



8458 



II 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 
70 

(AC007069) 



hypothetical protein [Arabidopsis thaliana] 



51628 

uC-gmrominsoyl04g05bl 

BLASTX 

g3785973 

172 

2.0e-12 

60 

65 

(AC005560) putative homeobox protein [Arabidopsis thaliana] 
51629 

uC-gmrominsoyl04h03bl 

BLAST N 

g2924733 

34 

1.0e-09 

70 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 

51630 

uC-gmrominsoyl05g05bl 

BLASTX 

g3785989 

425 

7.0e-42 

158 

53 

(AC005560) unknown protein [Arabidopsis thaliana] 
51631 

uC-gmrominsoyl05hllbl 

BLASTX 

gl888357 

233 

5.0e-20 

74 

64 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

51632 

uC-gmrominsoyl06b07bl 

BLAST N 

gl61676 

56 

1.0e-22 

279 
81 

Nematode muscle tropomyosin mRNA, complete cds 



8459 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



51633 

uC-gmrominsoyl06cllbl 

BLASTX 

g2829870 

186 

6.0e-14 

132 
34 

(AC002396) Hypothetical protein 



51634 

uC-gmrominsoyl 0 6d03bl 

BLASTX 

g3608155 

288 

1.0e-25 

100 

66 

(AC005314) putative RNA 



[Arabidopsis thaliana] 



helicase [Arabidopsis thaliana] 



51635 

uC-gmrominsoyl07al2bl 

BLASTX 

g3549671 

257 

3.0e-22 

84 

61 

(AL031394) hypothetical protein [Arabidopsis thaliana] 
51636 

uC-gmrominsoyl07f 04bl 

BLASTX 

g3935157 

388 

1.0e-37 

130 

63 

(AC005106) T25N20.21 [Arabidopsis thaliana] 
51637 

uC-gmrominsoyl08cl2bl 

BLASTX 

g2244915 

221 

6.0e-18 

115 

36 

(Z97339) strong homology to reverse transcriptase 
[Arabidopsis thaliana] 

51638 

uC-gmrominsoyl08f lObl 

BLASTX 

g416650 

293 

2.0e-26 



8460 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134 
45 

PROBABLE GLUTATHIONE S -TRANSFERASE (AUXIN-INDUCED PROTEIN 

PGNT35/PCNT111) >gi_100304_pir S16268 auxin-induced 

protein (clone pGNT35) - common tobacco 
>gi_197 97_emb_CAA39706_ (X56265) auxin-induced protein 
[Nicotiana tabacum] >gi_19801_emb_CAA39710_ (X56269) 
auxin-induced protein [Nicotiana tabacum] 

51639 

uC-gmrominsoyl 0 9d0 lbl 

BLASTX 

gl352190 

197 

1.0e-15 

72 
56 

CROSS-PATHWAY CONTROL PROTEIN 1 
cross-pathway control protein 1 



>gi_168793 (J03262) 
[Neurospora crassa] 



51640 

uC-gmrominsoyl09e03bl 

BLASTX 

g416873 

189 

3.0e~14 

105 

48 

3-HYDROXYISOBUTYRATE DEHYDROGENASE PRECURSOR (HIBADH) 

>gi_111295_pir A32867 3-hydroxyisobutyrate dehydrogenase 

(EC 1.1.1.31} precursor - rat (fragment) >gi__556389 
(J04628) 3-hydroxyisobutyrate dehydrogenase [Rattus 
norvegicus] 

51641 

uC-gmrominsoyllla03bl 

BLASTX 

g3413712 

614 

4.0e-64 

121 

85 

(AC004747) hypothetical protein [Arabidopsis thaliana] 
51642 

uC-gmrominsoyllldlObl 

BLASTX 

g3218521 

267 

1.0e-33 

119 

60 

(AL023874) l-evidence=predicted by content; 
l-method=genefinder; 084; l-method_score=73 . 05 ; 

1- evidence_end; 2-evidence=predicted by match; 

2- match_accession=SWISS-PROT: P7 8381; 

2-match_description=UDP-GALACT0SE TRANSLOCATOR (UDP- 



8461 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



51643 

uC-gmrominsoyl llgO 9bl 

BLASTX 

g2982431 

408 

8.0e-40 

161 

3 

(AL022224) 
thaliana] 



leucine rich repeat- Like protein [Arabidopsis 



51644 

uC-gmrominsoylllh04bl 

BLASTX 

gl903019 

253 

1.0e-21 

88 

59 

(Y10580) polycomb group [Arabidopsis thaliana] 
51645 

uC-gmrominsoyll2a08bl 

BLASTX 

g4325354 

141 

1.0e-08 

70 
44 

(AF128395) contains similarity to retrovirus-related 
polyproteins and to CCHC zinc finger protein (Pfam: 
PF00098, Score=16.3, E=0.051, E= 1) [Arabidopsis thaliana] 

51646 

uC-gmrominsoyll2c05bl 

BLASTN 

g2547219 

61 

6.0e-26 

172 
88 



NCBI Description Meloidogyne arenaria 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



51647 

uC-gmrominsoyll2g04bl 

BLASTN 

g3869071 

33 

4.0e-09 

83 

92 

Arabidopsis thaliana genomic DNA, chromosome 3/ PI clone: 
MIL23, complete sequence [Arabidopsis thaliana] 

51648 

uC-gmrominsoy!12h04bl 



8462 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



BLASTX 

g2258469 

191 

1.0e-14 

88 
51 

(AF009179) 



replication protein Al [Oryza sativa] 



51649 

uC-gmrominsoyll3a07bl 

BLASTN 

gl707369 

42 

2.0e-14 

122 

84 

A.thaliana mRNA for arginine/serine-rich splicing factor, 
RSp41 

51650 

uC-gmrominsoyll3f 07bl 

BLASTX 

g2258317 

192 

1.0e-14 

103 
42 

(AF004879) resistance complex protein I2C-2 [Lycopersicon 
esculentum] 

51651 

uC-gmrominsoyll4bl0bl 

BLASTX 

g2244900 

200 

2.0e-15 

69 

55 

(Z97338) similarity to hypothetical protein HYP1 - 
Arabidopsis [Arabidopsis thaliana] 

51652 

uC-gmrominsoyll5c07bl 

BLASTX 

g!945494 

520 

5.0e-53 

145 
68 

(U56965) C. elegans heat shock 70 kd protein C precursor, 
HSP-3 or HSP70C [Caenorhabditis elegans] 

51653 

uC-gmrominsoyl 1 5d0 6b 1 

BLASTX 

g4415918 

143 



8463 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-09 

124 

15 

(AC006282) hypothetical protein [Arabidopsis thaliana] 
51654 

uC-gmrominsoyll5e02bl 

BLASTX 

g3875410 

342 

3.0e-32 

127 

55 

(Z81052) Similarity to Yeast ABC1P protein (SW: ABClJfEAST) ; 
cDNA EST yk229g8.3 comes from this gene; cDNA EST yk229g8.5 
comes from this gene [Caenorhabditis elegans] 

51655 

uC-gmrominsoyll5ellbl 

BLASTX 

g3941448 

469 

4.0e-47 

93 

89 

(AF062878) 
thaliana] 



putative transcription factor [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51656 

uC-gmrominsoyll5f 02bl 

BLASTX 

gll73066 

496 

3.0e-50 

134 

71 

60S RIBOSOMAL PROTEIN L8 >gi_2 93233 
protein L8 [Aedes albopictus] 



(M99055) ribosomal 



Seq. No. 


51657 


Seq. ID 


uC-gmrominsoyll6b07bl 


Method 


BLASTX 


NCBI GI 


g2290528 


BLAST score 


472 


E value 


1.0e-47 


Match length 


93 


% identity 


94 


NCBI Description 


(U94746) AT AN 11 [Arab 


Seq. No. 


51658 


Seq. ID 


uC-gmrominsoyll6dl0bl 


Method 


BLASTN 


NCBI GI 


g2656025 


BLAST score 


33 


E value 


6.0e-09 


Match length 


89 


% identity 


84 



8464 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCD7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51659 

uC-gmrominsoyll6e08bl 

BLASTX 

gll69228 

199 

2.0e-15 

51 

67 

RNA HELICASE-LIKE PROTEIN DB10 >gi_1084413j?ir S42639 

helicase-like protein - Wood tobacco 

>gi__563986_dbj_BAA03763_ (D16247) RNA helicase like protein 
DB10 [Nicotiana sylvestris] 

51660 

uC-gmrominsoyll7dl0bl 

BLASTX 

g3880548 

167 

6.0e-12 

69 

42 

(Z82073) similar to Fatty acid desaturase; cDNA EST 
yk412h2.3 comes from this gene; cDNA EST yk412h2.5 comes 
from this gene; cDNA EST EMBL:C12226 comes from this gene 

[Caenorhabditis elegans] 

51661 

uC-gmrominsoyll9allbl 

BLASTX 

g3881459 

261 

3.0e-23 

66 

68 

(Z68753) predicted using Genefinder; Similarity to Yeast 
hypothetical protein YIK9 (SW: YIK9_YEAST) ; cDNA EST 
EMBL:D27680 comes from this gene; cDNA EST EMBL:D27679 
comes from this gene; cDNA EST EMBL:D64477 comes from this 
gene 

51662 

uC-gmrominsoyll9d03bl 

BLASTX 

g3406737 

167 

3.0e-12 

41 

83 

(AF080546) 
gambiae] 



S-adenosyl-L-homocysteine hydrolase [Anopheles 



Seq. No. 
Seq. ID 
Method 



51663 

uC-gmrominsoyl20allbl 
BLASTX 



8465 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4455261 
302 

1.0e-27 

68 

78 

(AL035353) protein kinase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



51664 

uC-gmrominsoyl20c04bl 

BLASTX 

g2668492 

259 

2.0e-22 

123 

42 

(D89981) metal-transporting P-type ATPase 
thaliana] 



51665 

uC-gmrominsoyl21al2bl 

BLASTN 

g2062705 

33 

6.0e-09 

37 
59 

Human butyrophilin (BTF5) 
51666 

uC-gmrominsoyl21b01bl 

BLASTN 

gl395190 

38 

2.0e-12 

86 

86 

Spinacia oleracea L. mRNA 
subunit, complete cds 



[Arabidopsis 



mRNA, complete cds 



for 26S proteasome ATPase 



51667 

uC-gmrominsoyl21cl0bl 

BLASTX 

g3892059 

176 

1.0e-12 

109 
35 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 

51668 

uC-gmrominsoyl21f llbl 

BLASTX 

g3757522 

145 

1.0e-09 



8466 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



32 
84 

(AC005167) putative splicing factor [Arabidopsis thaliana] 
51669 

uC-gmrominsoyl22d07bl 

BLASTX 

g4467148 

400 

5.0e-39 

143 

62 

(AL035540) putative protein [Arabidopsis thaliana] 
51670 

uC-gmrominsoyl22e04bl 

BLASTX 

g3874297 

177 

7.0e-13 

89 

36 

(Z37139) predicted using Genefinder; cDNA EST yk307h3.3 
comes from this gene; cDNA EST yk307h3.5 comes from this 
gene [Caenorhabditis elegans] >gi_38 7 66 61_emb_CAA8 4 320_ 

(Z34799) predicted using Genefinder; cDNA EST yk307h3.3 
comes from this gene; cDNA EST yk307h3.5 comes from this 
gene [Caenorhabditis elegans] 

51671 

uC-gmrominsoy 1 2 3d03bl 

BLASTX 

g3875406 

383 

4.0e-37 

111 

64 

(281052) predicted using Genefinder; Similarity to Human 
pyruvate carboxylase (TR: G458236) ; cDNA EST EMBL:Z14488 
comes from this gene; cDNA EST EMBL:Z144 99 comes from this 
gene; cDNA EST EMBL:D27998 comes from this gene; cDNA E 

51672 

uC-gmrominsoyl23e07bl 

BLASTX 

g283527 

249 

2.0e-21 

77 

61 

acetyl-CoA acetyltransferase homolog - Caenorhabditis 
elegans >gi_156194 (M77697) acetyl-CoA acetyltransferase 
[Caenorhabditis elegans] 

51673 

uC-gmrominsoyl23f01bl 
BLASTX 



8467 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g3881291 
315 

3.0e-29 

93 

69 

(AL032659) predicted using Genefinder; cDNA EST EMBL:Z1452E 
comes from this gene [Caenorhabditis elegans] 

51674 

uC-gmrominsoy!23f lObl 

BLASTN 

g2293111 

160 

9.0e-85 

284 

89 

V.faba mRNA for potassium channel 
51675 

uC-gmrominsoyl24d09bl 

BLASTX 

g4455182 

139 

5.0e-09 

40 

62 

(AL035521) putative protein [Arabidopsis thaliana] 
51676 

uC-gmrominsoyl24h06bl 

BLASTX 

gl421730 

215 

2.0e-17 

81 
47 

(U43082) RF2 [Zea mays] 
51677 

uC-gmrominsoyl25c09bl 

BLASTN 

g3204107 

55 

2.0e-22 

162 

88 

Cicer arietinum mRNA for putative cytidine or 
deoxycytidylate deaminase, partial 

51678 

uC-gmrominsoyl25f 05bl 

BLASTX 

g2252852 

618 

1.0e-64 

133 
85 



8468 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF013294) similar to the cation transport ATPases family. 
[Arabidopsis thaliana] >gi_4185853_emb_CAA10659_ (AJ132387) 
Ca2+-ATPase [Arabidopsis thaliana] 



51679 

uC-gmrominsoyl26a06bl 

BLASTN 

gl498333 

43 

3.0e-15 

63 
92 

Glycine max actin (Soy57) 



gene, partial cds 



51680 

uC-gmrominsoyl26a08bl 

BLASTX 

g4249409 

353 

2.0e-33 

113 

53 

(AC006072) 
thaliana] 



putative sugar transporter [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



51681 

uC-gmrominsoy 12 6d0 4bl 

BLASTX 

g4008380 

475 

8.0e-48 

113 

80 

(Z69885) predicted using Genefinder; Similarity to Yeast 
hypothetical protein L8167.6 (PIR Acc. No. S48557); cDNA 
EST EMBL:D33042 comes from this gene; cDNA EST EMBL:D35774 
comes from this gene; cDNA EST EMBL:D75125 comes from 

51682 

uC-gmrominsoyl26e04bl 

BLASTX 

g3881181 

156 

2.0e-10 

61 

44 

(Z99281) cDNA EST yk433fll.3 comes from this gene; cDNA EST 
yk433fll.5 comes from this gene [Caenorhabditis elegans] 

51683 

uC-gmrominsoy!27b03bl 

BLASTX 

g!255951 

262 

2.0e-23 

67 

72 



8469 



NCBI Description (X96932) PS60 [Nicotiana tabacum] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51684 

uC-gmrominsoyl27c07bl 

BLASTX 

g2832698 

207 

2.0e-16 

76 

49 

(AL021713) 
thaliana] 



starch synthase-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51685 

uC-gmrominsoyl27cllbl 

BLASTX 

g3282239 

213 

4.0e-17 

74 

69 

(U88966) rapamycin associated protein FRAP 2 



51686 

uC-gmrominsoyl27cl2bl 

BLASTX 

g4566614 

330 

1.0e-30 

79 

77 

(AF112887) actin depolymerizing factor 
Populus tremula] 



[Homo sapiens] 



[Populus alba x 



51687 

uC-gmrominsoyl28e02bl 

BLASTX 

g3874213 

291 

3.0e-26 

127 

48 

(Z83217) Similarity to Drosophila White protein 
(SW:WHITJDROME) ; cDNA EST EMBL:T01609 comes from this gene; 
cDNA EST EMBL:D67 987 comes from this gene; cDNA EST 
EMBL:D34570 comes from this gene; cDNA EST EMBL:D32839 
comes from t 

51688 

uC-gmrominsoyl31a03bl 

BLASTX 

g3461817 

146 

1.0e-09 

81 

40 

(AC004138) unknown protein [Arabidopsis thaliana] 



8470 



# 



oec]« wo . 


o i oo y 


Cppr Tfl 
Gct^ • _L JJ 


uu giuroiriinsoyi jiduddi 


Method 


BLASTX 


NCBI GI 


gl666096 


nLi±\o i score 


o a n 
Z 4 u 


Hi vaXUc 


o . us z u 


Match length 


lib 


-s laennry 


A "2 


NCBI Description 


(Y09113) dioxygenase 


oeq. no. 


oioy u 


c^orr TPl 


uC— ginroiuinsoyl35f 12bl 


'Mat' Vi 




NCBI GI 


g3860263 


BLAST score 


195 


E value 


A 1 C 

4 . ue — lo 




M 

J X 


% identity 


00 


iNUoi Description 


(AL(J(Jooz4) putative C] 




tnaliana] 


oeq. wo. 


oioy l 




ut - gmrominsoy i J oaiujoi 


Method 


BLASTX 


NCBI GI 


g2498731 


BLAST score 


202 


E value 


7.0e-16 


Match length 


60 


% identity 


70 



[Arabidopsis 



NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROBABLE NADP- DEPENDENT OXIDOREDUCTASE PI 

>gi_1362013_j>ir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886428__emb_CAA8 9838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 

51692 

uC-gmrominsoyl36e05bl 

BLASTN 

g3641869 

119 

3.0e-60 

279 

86 

Cicer arietinum epicotyl EST, clone Canl33 
51693 

uC-gmrominsoyl37b09bl 

BLASTX 

gl805654 

372 

8.0e-36 

119 

67 

(X99972) calmodulin-stimulated calcium-ATPase [Brassica 
oleracea] 



Seq. No. 



51694 



8471 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



uC-gmr omins oy 1 3 8 a 0 9bl 

BLASTX 

gl723536 

151 

2-0e-10 

46 

63 

PROBABLE EUKARYOTIC TRANSLATION INITIATION FACTOR 3 BETA 
SUBUNIT (EIF-3 BETA) >gi_125 6531_emb_CAA94 637_ (Z70691) 
eukaryotic translation initiation factor 3 beta subunit 
[Schizosaccharomyces pombe] 

51695 

uC-gmrominsoyl 3 8h0 5b 1 

BLASTX 

g4454482 

393 

4.0e-38 

122 

62 

(AC006234) hypothetical protein [Arabidopsis thaliana] 
51696 

uC-gmrominsoyl38h06bl 

BLASTN 

gl6508 

116 

1.0e-58 

164 
93 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >giJL66871_gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 

51697 

uC-gmrominsoyl39e05bl 

BLASTX 

g2244815 

208 

1.0e-16 

62 

63 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
51698 

uC-gmrominsoyl40d07bl 

BLASTX 

gl652434 

265 

2.0e-23 

101 

57 

(D90905) N-acetylglutamate kinase [Synechocystis sp.] 
51699 

uC-gmrominsoyl41g01bl 
BLASTX 



8472 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3212869 
550 

1.0e-56 

111 

91 

(AC004005) 



unknown protein [Arabidopsis thaliana] 



51700 

uC-gmrominsoyl42b02bl 

BLASTN 

g4115336 

113 

9.0e-57 

289 

22 

Pisum sativum (Alaska) 



ubiquitin (PUB3) gene, complete cds 



Seq. No. 
Seq. ID 

Method 



51701 

uC-gmrominsoyl45c09bl 

BLAST X 

gl362578 

186 

3.0e-14 

55 
54 

thin filament-associated protein UNC-87, short form - 
Caenorhabditis elegans >gi_498328 (U04711) uses first of 
two potential start sites [Caenorhabditis elegans] 
>gi_498331 (U04712) uses the first of two potential start 
codons; second of two alternatively spliced products 
[Caenorhabditis elegans] 

51702 

uC-gmrominsoyl53a02bl 

BLASTX 

g3122853 

213 

4.0e-17 

133 
27 

WD-REPEAT PROTEIN SAZD >gi_10828 63_pir A4 9367 transducin 

homolog sazD - human >gi_414536 (U02609) transducin-like 
protein [Homo sapiens] 

51703 

uC-gmrominsoyl53c07bl 

BLASTX 

g2995321 

377 

2.0e-36 

129 

57 

(Z 68 7 59) amino acid carrier [Ricinus communis] 
51704 

uC- gmr omins oy 1 5 3g0 6b 1 
BLASTN 



8473 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g218261 
82 

2.0e-38 

186 

86 

Soybean mRNA for early nodulin 
51705 

uC-gmrominsoyl53g07bl 

BLASTX 

g3881877 

507 

1.0e-51 

122 

69 

(Z95123) predicted using Genefinder; Similarity to Rat 
acyl-CoA desaturase (SW:ACOD_RAT) ; cDNA EST yk445a4.5 comes 
from this gene; cDNA EST yk445a4.3 comes from this gene 
[Caenorhabditis elegans] 

51706 

uC-gmrominsoyl54g07bl 

BLASTN 

gl67066 

82 

3.0e-38 

130 

91 

Hordeum vulgare L-lactate dehydrogenase mRNA, complete cds 
51707 

uC-gmrominsoyl5 4h0 9b 1 

BLASTX 

g2708331 

335 

2.0e-31 

110 

59 

(AF038557) 
thaliana] 



ligand gated channel-like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



51708 

uC-gmrominsoyl55c07bl 

BLASTX 

g861392 

282 

3.0e-25 

119 

46 

(U29096) coded for by C. elegans cDNA yk44f2.5; similar to 
P59 protein (HSP binding immunophilin) and to TPR domain 
[Caenorhabditis elegans] >gi_4104228 (AF034085) UNC-45 
[Caenorhabditis elegans] 

51709 

uC-gmrominsoyl56a02bl 
BLASTX 



8474 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2443329 
352 

3.0e-33 

149 

54 

(D86122) Mei2-like protein [Arabidopsis thaliana] 



51710 

uC-gmrominsoyl56c05bl 

BLASTX 

g3123025 

152 

6.0e-10 

124 
33 

VITELLOGENIN 
[Oscheius sp 



6 PRECURSOR >gi_JL5 15337 
1 CEW1 ' ] 



(U35449) vitellogeni 



51711 

uC-gmrominsoyl56hllbl 

BLASTX 

g4512663 

182 

2.0e-13 

107 

13 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4544470_gb_AAD22377.1_AC006580_9 (AC006580) 
hypothetical protein [Arabidopsis thaliana] 

51712 

uC-gmrominsoy 1 5 8 cl Obi 

BLASTX 

g3876865 

149 

2.0e-09 

80 
36 

(Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from thi 
gene; cDNA EST yk359h8.5 comes from this gene; cDNA EST 
yk374fll.5 comes from this gene; cDNA EST yk359h8.3 co 

51713 

uC-gmrominsoyl62el0bl 

BLASTX 

gll75759 

220 

6.0e-18 

92 
43 

PROBABLE ZINC PROTEASE PQQL >gi_107474 6_pir E64171 

hypothetical protein HI1368 - Haemophilus influenzae 
(strain Rd KW20) >gi__1574200 (U32816) zinc protease, 
putative [Haemophilus influenzae Rd] 



Seq. No. 



51714 



8475 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



uC-gmrominsoyl62f 03bl 

BLASTX 

g4559396 

198 

6.0e-16 

68 
56 

(AC006526) unknown protein [Arabidopsis thaliana] 
51715 

uC-gmr omi ns o y 1 6 4 c 0 2b 1 

BLASTN 

g3821780 

36 

8.0e-ll 

47 

49 

Xenopus laevis cDNA clone 27A6-1 
51716 

uC-girtrominsoyl64ellbl 

BLASTX 

g3386594 

250 

2.0e-21 

122 

45 

(AC004665) hypothetical protein [Arabidopsis thaliana] 
>gi_3702344 (AC005397) hypothetical protein [Arabidopsis 
thaliana] 

51717 

uC-gmrominsoyl64hllbl 

BLASTX 

gl708868 

382 

7.0e-37 

144 

25 

LOW- DENSITY LIPOPROTEIN RECEPTOR-RELATED PROTEIN PRECURSOR 

(LRP) >gi_1078879_pir A47437 LDL-receptor-related protein 

- Caenorhabditis elegans >gi_156360 (M96150) LDL 
receptor-related protein [Caenorhabditis elegans] 
>gi_3876533_emb_CAA98124_ (Z73907) predicted using 
Genefinder; Identity to C. elegans Low density lipid (LDL) 
receptor-related protein (TR: G156360) ; cDNA EST EMBL:D37747 
comes from this gene; cDNA EST EMBL:D35129 comes from this 
gene; cDNA EST EMBL:D3458 

51718 

uC-gmrominsoyl65bl2bl 

BLASTX 

g2960144 

265 

3.0e-23 

112 
42 



8476 



NCBI Description (AL022121) hypothetical protein Rv3720 [Mycobacterium 
tuberculosis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51719 

uC-gmrominsoyl65cllbl 

BLASTX 

g3875408 

236 

7.0e-20 

102 

51 

(Z81052) predicted using Genefinder; similar to collagen; 
cDNA EST EMBL:D70121 comes from this gene; cDNA EST 
EMBL:D65665 comes from this gene; cDNA EST EMBL:D66139 
comes from this gene; cDNA EST EMBL:D66385 comes from this 
gen 

51720 

uC-gmrominsoyl65el0bl 

BLASTX 

g3292827 

587 

6.0e-61 

123 

86 

(AL031018) putative protein [Arabidopsis thaliana] 
51721 

uC-gmrominsoyl65f 07bl 

BLASTX 

g3021280 

147 

3.0e-09 

102 

33 

(AL022347) serine /threonine 
[Arabidopsis thaliana] 



kinase - like protein 



51722 

uC-gmrominsoyl 68b0 6bl 

BLASTX 

g4033577 

388 

1.0e-37 

115 
68 

(AJ001208) APS reductase [Brassica juncea] 
51723 

uC-gmrominsoyl68g02bl 

BLASTN 

gl370202 

134 

3.0e-69 

234 

89 

L.japonicus mRNA for small GTP-binding protein, RANI A 



8477 



beq. no. 


£ 1 1 O A 


Qnn T Pi 


1 1 — /"t rYi v /""sun "5 T'lCT^TrT £ Q O £ V^i 1 

Uu ynii-OiLLXiiibuy j. o_?cu cjjx 


Method 


BLASTX 


NCBI GI 


g!518540 


dIlRo l score 




E value 


A Ho— 97 


Match length 


/ 0 


^ laenLity 


"77 


NCBI Description 


(Udo41oJ uur-giucose 


oeq. jno. 


ci lot; 


O^pr TP) 




1 iC L11UU 


DllTlu i. A. 


NCBI GI 


g3367521 


BLAST score 


235 


E value 


8.0e-20 


Match length 


77 


% identity 


60 


NCBI Description 


(AC004392) Similar to 



salt-inducible protein from Nicotiana tabacum. ESTs 
gb_T44131 and gb_T04378 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



51726 

uC-gmrominsoyl71c02bl 

BLASTX 

g2765817 

368 

3.0e-35 

121 

69 

(Z95352) AtMlo-hl [Arabidopsis thaliana] 
>gi_3892049_gb_AAC78258 . 1_AAC78258 (AC002330) AtMlo-hl 
[Arabidopsis thaliana] 

51727 

uC-gmrominsoyl71c09bl 

BLASTX 

g4415933 

420 

2.0e-41 

117 
67 

(AC006418) putative cellular apoptosis susceptibility 
protein [Arabidopsis thaliana] 

>gi_4559390_gb_AAD23050.1_AC006526_15 (AC006526) putative 
cellular apoptosis susceptibility protein [Arabidopsis 
thaliana] 

51728 

uC-gmrominsoyl72al0bl 

BLASTX 

g2500392 

515 

2.0e-52 
115 



8478 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

4 OS RIBOSOMAL PROTEIN SA HOMOLOG (RIBOSOME-ASSOCIATED 
PROTEIN 1) >gi_1039443 (U36470) putative 
ribosome-associated protein [Neurospora crassa] 

51729 

uC-gmrominsoyl72b07bl 

BLASTX 

g4539301 

404 

2.0e-39 

146 

56 

(AL049480) 
thaliana] 



putative mitochondrial protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51730 

uC-gmrominsoy 17 2 cO 6bl 

BLASTN 

gl69980 

359 

0.0e+00 

423 

100 

Soybean heat-shock protein 
51731 

uC-gmrominsoyl72d07bl 

BLASTX 

g4093157 

264 

5.0e-23 

71 

82 

(AF087936) 
thaliana] 



(Gmhsp26-A) gene, complete cds 



phytochrome-associated protein 2 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51732 

uC-gmrominsoyl72g02bl 

BLASTX 

gl07350 

185 

1.0e-13 

145 
32 

Pm5 protein - human >gi_ 
protein [Homo sapiens] 



1335273 emb CAA40655 (X57398) pm5 



51733 

uC-gmrominsoy 1 7 4 aO lbl 

BLASTN 

gl518539 

203 

1.0e-110 

235 

97 

Glycine max UDP-glucose dehydrogenase mRNA, complete cds 



8479 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51734 

uC-gmr omins oy 1 7 4 gO 5b 1 

BLASTX 

g2291114 

273 

4.0e-24 

122 
43 

(AF016413) similar to the NUPC family of transporters 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51735 

uC-gmrominsoyl74h07bl 

BLASTX 

g3980417 

166 

1.0e-ll 

88 
40 

(AC004561) pumilio-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51736 

uC-gmrominsoyl75cl0bl 

BLASTX 

g3335060 

207 

6.0e-17 

64 

62 

(AF025842) plasma membrane-type calcium ATPase [Arabidopsis 
thaliana] >gi_44 68 989_emb_CAB38303_ (AL035605) plasma 
membrane-type calcium ATPase (ACA2) [Arabidopsis thaliana] 



Seq. No. 


51737 


Seq. ID 


uC - gmr omi ns o y 1 7 5 d 0 lb 1 


Method 


BLASTN 


NCBI GI 


gl8662 


BLAST score 


113 


E value 


4.0e-57 


Match length 


153 


% identity 


93 


NCBI Description 


Glycine max hsp 70 gene 


Seq. No. 


51738 


Seq. ID 


uC-gmrominsoyl75f Olbl 


Method 


BLASTX 


NCBI GI 


g2213590 


BLAST score 


314 


E value 


7.0e-29 


Match length 


149 


% identity 


45 


NCBI Description 


(AC000348) T7N9.10 [Aral 


Seq. No. 


51739 


Seq. ID 


uC-gmrominsoyl75h07bl 


Method 


BLASTX 



8480 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl800223 
165 

1.0e-ll 

88 
40 

(U65018! 



mannosyltransferase [Dictyostelium discoideum] 



51740 

uC-gmrominsoyl76f Olbl 

BLASTX 

g3549665 

338 

9.0e-32 

130 

61 

(AL031394) hypothetical protein [Arabidopsis thaliana] 
51741 

uC-gmr omins oy 1 7 6h0 7bl 

BLASTX 

g3790587 

284 

2.0e-25 

74 

73 

(AF079182) RING-H2 finger protein RHF2a [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51742 

uC-gmrominsoyl77hl0bl 

BLASTX 

g3461848 

241 

1.0e-20 

84 

60 

(AC005315) putative ATPase [Arabidopsis thaliana] 



51743 

uC-ginrominsoyl78a04bl 

BLASTX 

gl098902 

451 

4.0e-45 

118 

72 

(U34773) DEAD-box protein 



[Drosophila melanogaster] 



51744 

uC-gmrominsoyl78a05bl 

BLASTX 

g4176548 

583 

2.0e-60 

127 

80 

(AL035259) putative Ca-calmodulin-dependent 



8481 



serine-threonine-protein kinase [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51745 

uC-gmrominsoyl78e04bl 

BLASTX 

g4006829 

284 

2.0e-25 

74 

78 

(AC005970) putative protein kinase [Arabidopsis thaliana] 
51746 

uC-gmrominsoyl78f 03bl 

BLASTX 

gl36107 

229 

3.0e-25 

107 

56 

TRIPEPTIDYL-PEPTIDASE II (TPP II) (TRIPEPTIDYL 
AMINOPEPT I DAS E ) >g i_l 08287 5_p ir_S 54376 

tripeptidyl -peptidase II (EC 3.4.14.10) - human >gi_339880 
(M73047) tripeptidyl peptidase II [Homo sapiens] 
>gi_4507657_ref_NP_003282.1_pTPP2_ tripeptidyl peptidase II 

51747 

uC-gmrominsoyl78gl0bl 

BLASTX 

g2435519 

321 

9.0e-30 

132 

58 

(AF024504) similar to mouse MEM3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51748 

uC-gmrominsoyl7 9al2bl 

BLASTX 

gl943843 

340 

6.0e-32 

125 

51 

(U97407) 
elegans] 



similar to the tyrosinase family [Caenorhabditis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



51749 

uC-gmrominsoyl79c02bl 

BLASTX 

g2062169 

315 

5.0e-29 

111 

60 



8482 



NCBI Description 



(AC001645) 
thaliana] 



ABC transporter (PDR5-like) isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51750 

uC-gmrominsoyl7 9d03bl 

BLASTX 

g2335108 

388 

2.0e-37 

99 
78 

(AC002339) putative isulinase [Arabidopsis thaliana] 
51751 

uC-gmrominsoyl79d07bl 

BLASTX 

g2315733 

201 

1.0e-15 

130 
39 

(AF016679) similar to the type-B carboxylesterase/lipase 
family [Caenorhabditis elegans] 

51752 

uC-gmrominsoyl7 9e0 9bl 

BLASTX 

g4454012 

396 

2.0e-38 

91 

75 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 

51753 

uC-gmrominsoyl80a01bl 

BLASTN 

g3821780 

37 

2.0e-ll 

37 
100 

Xenopus laevis cDNA clone 27A6-1 
51754 

uC-gmrominsoyl80allbl 

BLASTX 

g2829918 

200 

2.0e-15 

73 

64 

(AC002291) similar to "tub" protein gp_U82468_2072162 
[Arabidopsis thaliana] 



Seq. No, 



51755 



8483 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmrominsoyl80c06bl 

BLASTX 

g3341679 

397 

6.0e-39 

97 

79 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

51756 

uC-gmrominsoyl8 OgQ 5bl 

BLASTX 

g3395436 

139 

1.0e-08 

41 

56 

(AC004 683) unknown protein [Arabidopsis thaliana] 



51757 

uC-gmrominsoyl81e07bl 

BLASTN 

gl326160 

56 

6.0e-23 

117 

94 

Phaseolus vulgaris dehydrin mRNA, 



complete cds 



51758 

uC-gmrominsoyl82c04bl 

BLASTN 

g4097879 

67 

1.0e-29 

111 

90 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

51759 

uC-gmrominsoyl82c09bl 

BLASTX 

g3183346 

174 

4.0e-13 

65 
49 

HYPOTHETICAL 67.7 KD PROTEIN C23C11.03 IN CHROMOSOME I 
>gi_2330767_emb_CAB11156_ (Z98559) SPAC23C11 . 03; len:598aa, 
similar eg. to YJR002W, YJX2_YEAST, P47083, hypothetical 
67.0 kd protein, (593aa), fasta scores, opt: 855, E():Q, 
(33.0% identity in 610 aa overlap) [Schizosaccharomyces 
pombe] 



Seq. No. 



51760 



8484 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



uC-gmrominsoyl82g05bl 

BLASTX 

gl514649 

733 

5.0e-78 
151 
93 

(X86021) 



potassium channel [Solanum tuberosum] 



51761 

uC-gmrominsoyl 8 3b0 6b 1 

BLASTX 

g3096947 

203 

7.0e-30 

118 

63 

(Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 

51762 

uC-gmrominsoyl83d01bl 

BLASTX 

gl669599 

324 

5.0e-30 

143 

50 

(D88746) AR791 [Arabidopsis thaliana] 



51763 

uC-gmrominsoyl83f 08bl 

BLASTX 

g542656 

422 

1.0e-41 

130 

64 

multicatalytic endopeptidase complex 
XC9 (clone 1) - clawed frog 



(EC 3.4.99.46) chain 



51764 

uC-gmrominsoyl8 3 f 1 Obi 

BLASTX 

g4006870 

298 

5.0e-27 

111 

58 

(Z99707) patatin-like protein [Arabidopsis thaliana] 
51765 

uC-gmrominsoyl85f llbl 

BLASTX 

g3831469 

145 

4.0e-09 



8485 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 
64 

(AC005700) hypothetical protein [Arabidopsis thaliana] 
51766 

uC-gmrominsoyl86ellbl 

BLASTN 

gl70065 

194 

1.0e-105 

431 
11 

Soybean (G.max) proline-rich cell wall protein (SbPRP2) 
gene, complete cds 

51767 

uC-gmrominsoy!87a05bl 

BLASTX 

g2252849 

172 

1.0e-12 

90 

39 

(AF013294) contains similarity to gag proteins [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51768 

uC-gmrominsoyl87gllbl 

BLASTX 

g3785980 

159 

5.0e-17 

90 
53 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
51769 

uC-gmrominsoy!87h05bl 

BLASTX 

g629722 

530 

3.0e-54 

109 

83 

finger protein pcpl - potato >gi_563623_emb__CAA57772_ 
(X82328) putative DNA/RNA binding protein [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51770 

uC-gmrominsoyl88cl0bl 

BLASTX 

g4314375 

153 

2-0e-10 

58 
52 

(AC006232) putative RNA-binding glycine rich protein 



8486 



(RGP-2) [Arabidopsis thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51771 

uC-gmrominsoyl88g07bl 

BLASTX 

g3738325 

260 

1.0e-22 

62 
85 

(AC005170) 
thaliana] 



putative CaMB-channel protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



51772 

uC-gmrominsoyl88gl0bl 

BLASTX 

g2495724 

151 

9.0e-10 

60 

45 

HYPOTHETICAL PROTEIN KIAA0249 >gi_16657 67_db j_BAA13380_ 
(D87436) Similar to Human KIAA0I88 protein [Homo sapiens] 

51773 

uC-gmrominsoyl89cl0bl 

BLASTX 

g3128206 

369 

2.0e-35 

111 

67 

(AC004077) unknown protein [Arabidopsis thaliana] 
51774 

uC-gmrominsoyl89f Olbl 

BLASTX 

g2213599 

185 

6.0e-14 

103 

42 

(AC000348) T7N9.19 [Arabidopsis thaliana] 



51775 

uC-gmrominsoyl89g01bl 

BLASTX 

gl825764 

291 

2.0e-26 

87 

61 

(U88314) C4 6H11.11 gene product 



[Caenorhabditis elegans] 



51776 

uC-gmrominsoyl89gl0bl 
BLASTX 



8487 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g4567301 
162 

3.0e-ll 

79 

46 

(AC005956) putative protein kinase 



[Arabidopsis thaliana] 



51777 

uC-gmrominsoyl92d02bl 

BLASTX 

gi34892 

258 

4.0e-38 

132 

64 

SIGNAL RECOGNITION PARTICLE RECEPTOR ALPHA SUBUNIT 
(SR- ALPHA) (DOCKING PROTEIN ALPHA) (DP-ALPHA) 

>gi_88607_pir A29440 signal recognition particle receptor 

- human >gi_30866_emb__CAA29608__ (X06272) docking protein 
[Homo sapiens] >gi_4507223_ref_MP_003130 . l_pSRPR_ signal 
recognition particle receptor ('docking protein 1 ) 



51778 

uC-gmrominsoyl92h09bl 

BLASTX 

g4234953 

207 

2.0e-16 

131 
24 

(AF098970) NBS-LRR-like protein cD7 



[Phaseolus vulgaris] 



51779 

uC-gmrominsoyl93hllbl 

BLASTX 

gl255951 

647 

7.0e-68 

154 

79 

(X96932) PS60 [Nicotiana tabacum] 
51780 

uC-gmrominsoyl94b07bl 

BLASTX 

g4539423 

289 

3.0e-26 

65 

86 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 

51781 

uC-gmrominsoyl94el2bl 

BLASTX 

g2224685 



8488 



BLAST score 167 

E value 1.0e-ll 

Match length 95 

% identity 42 

NCBI Description (AB002370) KIAA0372 [Homo sapiens] 

Seq. No. 51782 

Seq. ID uC-gmrominsoyl95a05bl 

Method BLASTX 

NCBI GI g3426041 

BLAST score 265 

E value 3.0e-23 

Match length 87 

% identity 61 

NCBI Description (AC005168) unknown protein [Arabidopsis thaliana] 

Seq. No. 51783 

Seq. ID uC-gmrominsoyl95h02bl 

Method BLASTX 

NCBI GI g4200165 

BLAST score 433 

E value 7.0e-43 

Match length 121 

% identity 74 

NCBI Description (Y16262) neutral invertase [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51784 

uC-gmroininsoyl97e02bl 

BLASTX 

g2253010 

349 

3.0e-33 

75 

81 

(Y14199) MAP3K delta-1 protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51785 

uC-gmrominsoyl97f 12b 1 

BLASTX 

g2191134 

160 

5.0e-ll 

69 

42 

(AF0072 69) contains weak similarity to Galectin-3 binding 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51786 

uC-gmrominsoyl97h01bl 

BLASTX 

g3413886 

237 

7.0e-20 

145 

39 

(AB007931) KIAA0462 protein [Homo sapiens] 



8489 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51787 

uC-gmrominsoyl97h07bl 

BLASTN 

g!675195 

124 

2.0e-63 

262 
87 

Pisum sativum (clone PsRCI22- 
complete cds 



3) callus protein P23 mRNA, 



51788 

uC-gmrominsoyl98e07bl 

BLASTX 

g3341679 

264 

4.0e-23 

121 

45 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

51789 

uC-gmrominsoyl98f 04bl 

BLASTN 

g3193311 

57 

3.0e-23 

195 

94 

Arabidopsis thaliana BAC F6N15 
51790 

uC-gmrominsoyl98h04bl 

BLASTX 

gl853968 

414 

1.0e-40 

112 

73 

(D88121) CPRD12 protein [Vigna unguiculata] 
51791 

uC-gmrominsoyl99a04bl 

BLASTX 

g2655008 

241 

2.0e-20 
78 
60 

(AF017144) 
esculentum] 



1-4) -beta-mannan endohydrolase [Lycopersicon 



Seq. No. 
Seq. ID 
Method 



51792 

uC-gmrominsoyl 99c03bl 
BLASTX 



8490 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl330401 
241 

2.0e-20 

72 

67 

(U58762) T27F7.1 gene product [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51793 

uC-gmromins oy 1 9 9 cl Ob 1 

BLASTX 

g3193320 

184 

1.0e-13 

83 
43 

(AF069299) contains similarity to the subtilase family of 
serine proteases (Pfam: subtilase.hmm, score: 47.57); 
strong similarity to Cucumis melo (muskmelon) cucumisin 

(GB:D32206) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51794 

uC-gmrominsoyl99ellbl 

BLASTX 

g3335345 

198 

3.0e-15 
70 
63 

(AC004512) 
gb_1651790 
thaliana] 



Contains similarity to ABC transporter 
from Synechocystis sp. gb_D90900. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51795 

uC-gmr ominsoy 1 9 9 f 1 Ibl 

BLASTX 

g4512670 

374 

6.0e-36 

128 
50 

(AC006931) putative cytochrome P450 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51796 

uC-gmrominsoy200e01bl 

BLASTX 

g609350 

167 

1.0e-ll 

118 
38 

(U15099) methionine synthase [Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



51797 

uC-gmrominsoy200e03bl 

BLASTX 

g3122572 

436 



8491 



E value 
Match length 
% identity 
NCBI Description 



1.0e-43 

85 

95 

NADH -UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX 

SUBUNIT) >gi_1084434_pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) 76K chain precursor - potato 
>giJ758340_emb_CAA59818_ (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 



Seq. No. 


oi /yy 


Seq. ID 


uC-gmroitiinsoyzuUeUoDi 


Method 


r>T 7\ O rpV 

dLAoIa 


NCBI GI 


g3249076 


BLAST score 


169 


E value 


4.0e-12 


Match length 


b 1 


% identity 


0 / 


NCBI Description 


(AC004473) Similar to beta 




from Manihot esculenta. [A] 


Seq. No. 


51799 


Seq. ID 


uC-gmromrnsoyzUlcllDl 


Method 


BLASTX 


NCBI GI 


go /jo z y / 


BLAST score 


260 


E value 


2.0e-22 


Match length 


90 


% identity 


14 


NCBI Description 


(AC005309) unknown protein 


Seq. No. 


51800 


Seq. ID 


uC-gmrominsoy202d02bl 


Method 


BLASTX 


NCBI GI 


gl708241 


BLAST score 


351 


E value 


3.0e-33 


Match length 


93 


% identity 


70 


NCBI Description 


HYDROXYMETHYLGLUTARYL-COA 



THASE (HMG-COA SYNTHASE) 
(3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_2131285_pir S58202 HMGS protein - yeast (Saccharomyces 

cerevisiae) >gi_927536_emb_CAA90557__ (Z50178) unknown 
[Saccharomyces cerevisiae] >gi_1304355_emb__CAA65437_ 
(X96617) 3-hydroxy-3-methylglutaryl coenzyme A synthase 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51801 

uC-gmrominsoy204ellbl 

BLASTN 

g2062691 

33 

7.0e-09 

34 

62 

Human sodium phosphate transporter 
cds 



(NPT4) mRNA, complete 



8492 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51802 

uC - gmr omi ns oy 2 0 5 e 0 3b 1 

BLASTX 

g2914700 

267 

1.0e-23 

65 
80 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51803 

uC-gmrominsoy205g06bl 

BLASTX 

g2498629 

367 „ 

4.0e-35 

134 

13 

TRANSCRIPTIONAL REPRESSOR NF-X1 >gi_2135825_pir 138869 

NFX1 - human >gi__563217 (U15306) NFX1 [Homo sapiens] 
>gi_4505387_ref__NP_002495,l_pNFXl_ nuclear transcription 
factor, X-box binding 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51804 

uC-gmrominsoy205gl2bl 

BLASTX 

g2465925 

299 

4.0e-27 

81 

69 

(AF024649) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



51805 

uC-gmrominsoy206c02bl 

BLASTX 

g3874137 

541 

1.0e-55 

124 

75 

(Z68334) Similarity to Rat chloride channel protein (PIR 
Acc. No. S47327); cDNA EST yk354e5.3 comes from this gene 

[Caenorhabditis elegans] >gi_3880174_emb_CAA9094 9_ (Z54216) 
Similarity to Rat chloride channel protein (PIR Acc. No. 
S47327); cDNA EST yk354e5.3 comes from this gene 

[Caenorhabditis elegans] 

51806 

uC-gmrominsoy206cl2bl 

BLASTN 

g313143 

144 

3.0e-75 



8493 



Match length 233 

% identity 93 

NCBI Description A.medicago MSK-1 mRNA for protein kinase 

Seq. No. 51807 

Seq. ID uC-gmrominsoy206hl0bl 

Method BLASTX 

NCBI GI gl086263 

BLAST score 191 

E value 1.0e-14 

Match length 90 

% identity 52 , 

NCBI Description TMV resistance protein N - tobacco (Nxcotiana glutinosa) 
>gi_558887 (U15605) N [Nicotiana glutinosa] 

Seq. No. 51808 

Seq. ID uC-gmrominsoy207f 03bl 

Method BLASTX 

NCBI GI gl552379 

BLAST score 253 

E value 2.0e-22 

Match length 60 

% identity 80 

NCBI Description (Y08155) pectin methylesterase [Silene latifolxa ssp. alba] 

Seq. No. 51809 

Seq. ID uC-gmrominsoy207g07bl 

Method BLASTX 

NCBI GI gl076413 

BLAST score 263 

E value 7.0e-23 

Match length 110 

% identity 46 t 

NCBI Description serine O-acetyltransf erase (EC 2.3.1.30) - Arabidopsis 

thaliana >gi_214 6776_pir S67482 serine O-acetyltransf erase 

(EC 2.3.1.30) - Arabidopsis thaliana >gi_608577 (L34076) 

serine acetyltransf erase [Arabidopsis thaliana] 

>gi_608 677_emb_CAA84371_ (Z34888) serine acetyltransf erase 

[Arabidopsis thaliana] >gi_10934 93_prf 2104212A Ser 

acetyltransferase [Arabidopsis thaliana] 

51810 

uC-gmr omins oy 2 0 7 hO 3bl 
BLASTX 
g3121981 
396 

1.0e-38 
115 
66 

PROBABLE ATP -DE PEN DENT RNA HELICASE DDX10 (DEAH BOX PROTEIN 
10) >gi_1142710 (U28042) similar to DEAD box RNA helicases 

[Homo sapiens] >gi__1589113_prf 2210303A RNA helicase [Homo 

sapiens] 

Seq. No. 51811 

Seq. ID uC-gmrominsoy208cl0bl 
Method BLASTX 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8494 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g345829 
477 

6.0e-48 

141 

60 

ubiquitin carrier protein E2 



- human 



51812 

uC-gmrominsoy208e05bl 

BLASTX 

g4006865 

191 

9.0e-15 

65 

62 

(Z99707) putative protein [Arabidopsis thaliana] 
51813 

uC-gmr omi ns oy2 0 8 f 1 Ob 1 

BLASTX 

g2351580 

449 

7.0e-45 

88 
97 

(U82433) thymidine diphospho-glucose 4-6-dehydratase 
homolog [Prunus armeniaca] 

51814 

uC-gmrominsoy208h06bl 

BLASTX 

gll84072 

154 

3.0e-10 

106 
36 

(U40766) COL-1 [Meloidogyne incognita] 
51815 

uC-gmrominsoy209a07bl 

BLASTX 

g416866 

353 

1.0e-33 

113 

58 

CYANIDE HYDRATASE { EORMAMIDE HYDROLYASE) 

>gi_323021_pir JQ1613 cyanide hydratase (EC 4.2.1.66) 

imperfect fungus (Gloeocercospora sorghi) >gi_168197 
(M99044) cyanide hydratase [Gloeocercospora sorghi] 

51816 

uC-gmrominsoy210f 04bl 

BLASTX 

g3695393 

178 

5.0e-13 



8495 




Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 
53 

(AF096371) contains similarity to retroviral aspartyl 
proteases (Pfam: rvp.hmm, score: 11.80) [Arabidopsis 
thaliana] 

51817 

uC-gmrominsoy2 1 IdO 9b 1 
BLASTX 
g2342685 
311 

1.0e-28 
95 
62 

(AC000106) 
(gb_D16207: 

come from this gene. [Arabidopsis thaliana] 
51818 

uC-gmrominsoy2 1 3al2bl 

BLASTX 

g4185599 

162 

3.0e-ll 

91 

42 

(AB010708) Anthocyanin 5-aromatic acyltransf erase [Gentiana 
trif lora] 



Contains similarity to Rhodococcus amidase 
ESTs gb_T20504,gb_H36650,gb_N97423,gb_H36595 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 



51819 

uC-gmrominsoy213c07bl 

BLASTN 

g4544381 

34 

2.0e-09 

140 

92 

Arabidopsis thaliana chromosome II BAC F16F14 genomic 
sequence, complete sequence 

51820 

uC-gmrominsoy213hl2bl 

BLASTX 

g3236238 

404 

1.0e-39 

116 
70 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_4519792_dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 

51821 

uC-gmrominsoy214d03bl 

BLASTX 

g3876398 

295 



8496 



E value 6.0e-27 
Match length 95 

% identity 59 i ^ n c 

NCBI Description (Z81068) similar to Pyruvate kinase; cDNA EST yk206al2.5 

comes from this gene; cDNA EST yk437b7.5 comes from this 

gene [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51822 

uC-gmr omins oy2 1 4 dl Ob 1 

BLASTX 

g3249068 

271 

7.0e-24 

131 

44 

(AC004473) Contains similarity to zinc-binding protein 
(PWA33) gb_L04190 from Pleurodeles waltlii. [Arabidopsis 
thaliana] 

51823 

uC-gmrominsoy214f03bl 

BLASTX 

g466104 

202 

9.0e-16 

119 
34 

HYPOTHETICAL 51.6 KD PROTEIN ZK353.8 IN CHROMOSOME III 

>gi_1078910_pir S44655 ZK353.8 protein - Caenorhabditis 

elegans >gi_289758 (L15313) putative [Caenorhabditis 
elegans] 

51824 

uC-gmrominsoy215c06bl 

BLASTX 

g4115359 

240 

3.0e-20 

129 
5 

(AC005957) putative disease resistance protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



51825 

uC-gmrominsoy215d02bl 

BLASTX 

g4097880 

200 

5.0e-16 

75 

60 

(U70866) polyprotein [Bean pod mottle virus] 
51826 

uC-gmrominsoy216cl2bl 

BLASTX 

g3850588 



8497 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



250 

2.0e-21 

106 

52 

(AC005278) Contains similarity to gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51827 

uC- gmr omins o y 2 1 7 a 1 2b 1 

BLASTN 

gl326160 

67 

2.0e-29 

173 

95 

Phaseolus vulgaris dehydrin mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51828 

uC-gmr omins oy2 17 f llbl 

BLASTN 

gl370204 

53 

5.0e-21 

69 
94 

L.japonicus mRNA for small GTP-binding protein, 



RAN1B 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51829 

uC-gmrominsoy217hl0bl 

BLASTX 

gl903357 

477 

5.0e-48 

140 

61 

(AC000104) Strong similarity to Arabidopsis 2A6 
(gb_X83096) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51830 

uC-gmrominsoy218d04bl 

BLASTX 

g2281115 

197 

3.0e-15 

48 
77 

(AC002330) 
thaliana] 



putative cullin-like 1 protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



51831 

uC-gmrominsoy2 1 8 e 1 Obi 

BLASTX 

g3415117 

425 

4.0e-42 



8498 



Match length 97 

% identity 30 

NCBI Description (AF081203) villin 3 [Arabidopsis thaliana] 

Seq. No. 51832 

Seq. ID uC-gmrominsoy219a07bl 

Method BLASTX 

NCBI GI g2738996 

BLAST score 270 

E value 8.0e-24 

Match length 119 

% identity 53 

NCBI Description (AF022457) CYP97B2p [Glycine max] 



51833 

uC-gmrominsoy220a02bl 
BLASTX 
gl00099 
182 

6.0e-14 
69 
71 

DNA-binding protein VBP1 - fava bean >gi_1372966 (M81827) 
CREB-like protein [Vicia faba] 

Seq. No. 51834 

Seq. ID uC-gmrominsoy220b05bl 

Method BLASTX 

NCBI GI g3540188 

BLAST score 425 

E value 5.0e-42 

Match length 112 

% identity 70 . 
NCBI Description (AC004122) Hypothetical protein [Arabidopsis thaliana] 

Seq. No. 51835 

Seq. ID uC-gmrominsoy220f03bl 

Method BLASTN 

NCBI GI g!675195 

BLAST score 114 

E value 2.0e-57 

Match length 24 0 

% identity 87 

NCBI Description Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 
complete cds 

Seq. No. 51836 

Seq. ID uC-gmrominsoy220h07bl 

Method BLASTX 

NCBI GI g423793 

BLAST score 173 

E value 3.0e-12 

Match length 84 

% identity 43 

NCBI Description carboxylesterase (EC 3.1.1.1) - Pseudomonas sp. (strain 
KWI-56) >gi_4 02521_dbj_BAA03399_ (D14529) esterase V 
[Pseudomonas sp.] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8499 



Seq. No. 51837 

Seq. ID uC-gmrominsoy221hllbl 

Method BLASTX 

NCBI GI g4314388 

BLAST score 654 

E value 1.0e-68 

Match length 149 

% identity 85 

NCBI Description (AC006232) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 51838 

Seq. ID uC-gmrominsoy222c06bl 

Method BLASTN 

NCBI GI gl498333 

BLAST score 91 

E value 7.0e-44 

Match length 188 

% identity 90 

NCBI Description Glycine max actin (Soy57) gene, partial cds 

Seq. No. 51839 

Seq. ID uC-gmrominsoy222d08bl 

Method BLASTN 

NCBI GI gl808591 

BLAST score 116 

E value 1.0e-58 

Match length 176 

% identity 91 

NCBI Description C.arietinum mRNA for SAM-synthetase 

Seq. No. 51840 

Seq. ID uC-gmrominsoy222f 05bl 

Method BLASTX 

NCBI GI g2335096 

BLAST score 222 

E value 3.0e-18 

Match length 105 

% identity 37 

NCBI Description (AC002339) hypothetical protein [Arabidopsis thalxana] 

Seq. No. 51841 

Seq. ID uC-gmrominsoy222g09bl 

Method BLASTX 

NCBI GI g3608155 

BLAST score 465 

E value 9.0e-47 

Match length 113 

% identity 81 

NCBI Description (AC005314) putative RNA helicase [Arabidopsis thaliana] 

Seq. No. 51842 

Seq. ID uC-gmrominsoy223d02bl 

Method BLASTX 

NCBI GI g282963 

BLAST score 232 

E value 3.0e-19 



8500 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



48 
92 

transforming protein (myb) homo log (clone myb.Ph2) - garden 
petunia >gi_20561_emb_CAA78387_ (Z13997) protein 2 [Petunia 
x hybrida] 

51843 

uC-gmrominsoy22 3h0 6b 1 

BLASTX 

g3287677 

304 

1.0e-27 

94 

61 

(AC003979) Contains similarity to transcription factor 
(TINY) isolog T02O04.22 gb_2062174 from A. thaliana BAC 
gb_AC001645. [Arabidopsis thaliana] 

51844 

uC-gmrominsoy224c08bl 

BLASTX 

g2394274 

249 

2.0e-29 

128 

61 

(AF017061) vasopressin-activated calcium mobilizing 
putative receptor protein [Homo sapiens] 

51845 

uC-gmrominsoy225hllbl 

BLASTN 

g3821780 

34 

2.0e-09 

43 

47 

Xenopus laevis cDNA clone 27A6-1 
51846 

uC-gmrominsoy2 2 6b0 9b 1 

BLASTX 

g2285875 

233 

2.0e-19 

127 

39 

(D85682) synaptojanin [Bos taurus] 
51847 

uC-gmrominsoy226hllbl 

BLASTN 

g459961 

179 

4.0e-96 

179 

100 



8501 



NCBI Description Glycine max proplastid omega-6 desaturase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51848 

uC- grar omi n s o y 2 2 7 b 0 7 b 1 

BLASTN 

g4220641 

35 

4.0e-10 

55 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUL3, complete sequence [Arabidopsis thaliana] 



PI clone: 



51849 

uC~gmrominsoy227hl0bl 

BLASTX 

g2252842 

149 

2.0e-09 

146 

31 

(AF013293) No definition line found [Arabidopsis thaliana] 
51850 

uC-gmromins oy2 2 8 c 1 Obi 

BLASTX 

g!707010 

224 

2.0e-18 

108 

47 

(U78721) mitochondrial carrier protein isolog [Arabidopsis 
thaliana] 



51851 

uC-gmrominsoy228f03bl 

BLASTX 

gl049340 

236 

1.0e-19 

82 
54 

(U39644) similar to other C. 
[Caenorhabditis elegans] 



elegans cuticular collagens 



51852 

uC-gmrominsoy229c02bl 

BLASTX 

g!002800 

456 

1.0e-45 

95 
86 

(U33917) 



Cpm7 [Craterostigma plantagineum] 



Seq. No. 



51853 



8502 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmrominsoy22 9d0 4bl 

BLASTX 

g2496966 

142 

1.0e-08 

91 

41 

HYPOTHETICAL 42.0 KD PROTEIN F25B5.3 IN CHROMOSOME III 
>gi__726395 (U23172) No definition line found 
[Caenorhabditis elegans] 

51854 

uC - gmromi n s o y 2 2 9 g 0 5 b 1 

BLASTX 

gll09872 

342 

4.0e-32 

95 

67 

(U41542) weak similarity to yeast hypothetical protein in 
CDC1 region (SP: YHQ8_YEAST, P38817) [Caenorhabditis elegans] 

51855 

uC-gmrominsoy230a03bl 

BLASTX 

g2252828 

329 

2.0e-37 

114 

75 

(AF013293) No definition line found [Arabidopsis thaliana] 
51856 

uC-gmrominsoy230d02bl 

BLASTX 

gl38364 

250 

5.0e-22 

71 

68 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

51857 

uC-gmrominsoy230f05bl 

BLASTX 

g3929361 

258 

2.0e-22 

91 

54 

NADH- UBIQUINONE OXIDOREDUCTASE 23 KD SUBUNIT PRECURSOR 
(COMPLEX I-23KD) (CI-23KD) >gi_124 6816_emb_CAA64794__ 
(X95547) ferredoxin-like iron-sulfur subunit of 

mitochondrial complex I [Neurospora crassa] 



8503 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51858 

uC - gmr omi ns o y 2 3 1 b 0 6b 1 

BLASTX 

g2129575 

249 

2.0e-21 

52 
87 

DNA repair protein homolog XPBara - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51859 

uC-gmromins oy2 3 lb 1 2b 1 

BLASTX 

gl707090 

317 

3.0e-29 

130 

52 

(U80451) coded for by C. elegans cDNA ykl06el0.3; coded for 
by C. elegans cDNA ykl06el0.5; coded for by C. elegans cDNA 
yk51g3.5; coded for by C. elegans cDNA yk67hl.5; coded for 
by C. elegans cDNA ykll3cl2.5; belongs to the GST 
super family 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51860 

uC-gmrominsoy231dllbl 

BLASTX 

gl943797 

220 

8.0e-18 

93 

42 

(U97194) Similar to cyclin 



[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51861 

uC-gmrominsoy231f 05bl 

BLASTN 

g4039114 

52 

3.0e-20 

291 

92 

Glycine max alcohol-dehydrogenase 



(Adh-2) gene, partial cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51862 

uC-gmrominsoy232c07bl 

BLASTN 

gll63180 

162 

4.0e-86 

277 

90 

Glycine max arginine decarboxylase mRNA, 



complete cds 



Seq. No. 
Seq. ID 



51863 

uC-gmrominsoy233al2bl 



8504 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTN 

g!006804 

53 

5.0e-21 

88 
95 

Vigna radiata 1-aminocyclopropane-l-carboxylic acid 
synthase (VRACS6) mRNA, complete cds 

51864 

uC-gmrominsoy233d02bl 

BLASTN 

g4009327 

177 

6.0e-95 

345 

88 

Plecoglossus altivelis gene for beta-actin, partial cds 
51865 

uC - gmr omi n s o y 2 3 3 dl Ob 1 

BLASTX 

gl353179 

268 

1.0e-23 

96 

54 

HYPOTHETICAL 51.5 KD PROTEIN D2024.3 IN CHROMOSOME IV 
>gi_1086618 (U41011) similar to S. cerevisiae regulatory 
protein APA1 (PIR:S43122) [Caenorhabditis elegans] 

51866 

uC-gmrominsoy233e03bl 

BLASTX 

g3875751 

408 

5,0e-40 

115 

39 

(Z81499) similar to myosin heavy chain; cDNA EST 
EMBL:T02297 comes from this gene; cDNA EST EMBL:T00788 
comes from this gene; cDNA EST yk202cl0.3 comes from this 
gene; cDNA EST yk202c!0.5 comes from this gene; cDNA EST 
yk205b2,... >gi_3876585_emb_CAB05505__ (Z83107) similar to 
myosin heavy chain; cDNA EST EMBL:T02297 comes from this 
gene; cDNA EST EMBL:T00788 comes from this gene; cDNA EST 
yk202cl0.3 comes from this gene; cDNA EST yk202cl0.5 comes 
from this gene; cDNA EST yk205b2 

51867 

uC-gmrominsoy233g05bl 

BLASTX 

gl353179 

183 

9.0e-14 

89 



8505 



# 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



HYPOTHETICAL 51.5 KD PROTEIN D2024.3 IN CHROMOSOME IV 
>gi_1086618 (U41011) similar to S. cerevisiae regulatory 
protein APA1 (PIR:S43122) [Caenorhabditis elegans] 

51868 

uC-gmrominsoy234c04bl 

BLASTX 

g3980413 

159 

7.0e-ll 

76 
46 

(AC004561) pumilio-like protein [Arabidopsis thaliana] 
51869 

uC-gmromins oy2 3 4 f 0 9b 1 

BLASTX 

g2062167 

274 

3.0e-24 

85 

60 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51870 

uC-gmromins oy 2 3 4 f 1 lbl 

BLASTX 

g2370232 

217 

1.0e-17 

47 

83 

(AJ001341) putative acyl-CoA oxidase [Hordeum vulgare] 
51871 

uC-gmr omins oy 2 3 5b 1 Obi 

BLASTX 

g2736325 

209 

1.0e-16 

69 

54 

(AF038615) Similar to farnesyltransf erase alpha subunit 
[Caenorhabditis elegans] 

51872 

uC-gmrominsoy235d05bl 

BLASTX 

g3093294 

553 

6.0e-57 

143 

37 

(Y12782) putative villin [Arabidopsis thaliana] 



Seq. No. 



51873 



8506 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gniroiuinsoy235e03bl 

BLASTX 

g3881379 

281 

5.0e-25 

105 
38 

(Z49131) similar to cystathionine beta-synthase; cDNA EST 
EMBL:D73726 comes from this gene; cDNA EST EMBL:D71124 
comes from this gene; cDNA EST EMBL:D71812 comes from this 
gene; cDNA EST yk503c8.3 comes from this gene; cDNA EST 

51874 

uC-gmrominsoy235h02bl 

BLASTN 

gl8590 

159 

3.0e-84 

310 

86 

G.max GH3 gene for auxin-regulated protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51875 

uC- gmr omins oy2 3 5 h 1 2b 1 

BLASTN 

g4097879 

47 

3.0e-17 

71 

92 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

51876 

uC-gmrominsoy236c02bl 

BLASTX 

g4218011 

392 

5.0e-38 

140 

54 

(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721_gb_AAD154 91_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 

51877 

uC-gmrominsoy236f Olbl 

BLASTX 

g4107323 

649 

3.0e-68 

136 

90 

(AL035077) 60s ribosomal protein 110 [Schizosaccharomyces 
pombe] 



Seq. No. 



51878 



8507 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC - gmromins oy2 3 8 c 0 5b 1 

BLASTX 

g2190419 

637 

9.0e-67 

129 

89 

(Y13632) dera [Lycopersicon esculentum] 
51879 

uC - gmr omi ns o y 2 3 8 g 1 1 b 1 

BLASTX 

g4262595 

305 

5.0e-28 

99 

64 

(AF125955) similar to L-lactate dehydrogenases 
(Pfam:PF00056, Score=318.1, E=l.le-91, N=l) [Caenorhabditis 
elegans] 

51880 

uC-gmrominsoy238gl2bl 

BLASTX 

g4559333 

156 

1.0e-10 

109 
32 

(AC007087) unknown protein [Arabidopsis thaliana] 
51881 

uC-gmrominsoy240g01bl 

BLASTX 

gl38364 

138 

8.0e-09 

43 

65 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

51882 

uC-gmrominsoy2 4 laO 5bl 

BLASTX 

g2492504 

471 

2.0e-47 

107 

42 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>gi_1669660_emb_CAA70565_ (Y09396) protein of AAA family 
[Capsicum annuum] 



Seq. No. 



51883 



8508 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmrominsoy241b04bl 

BLASTN 

gl69988 

338 

0.0e+00 

370 

98 

Glycine max NADP-specific isocitrate dehydrogenase 
mRNA, 3' end 



(idhl) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51884 

uC-gmrominsoy241c08bl 

BLASTX 

g3193290 

354 

1.0e-33 

142 

49 

(AF069298) contains similarity to a protein kinase domain 
(Pfam: pkinase.hmm, score: 165.48), to legume lectins beta 
domain (Pfam: lectin_legB . hmm, score: 125.64) and legume 
lectins alpha domain (Pfam: lectin_legA.hmm, score: 16.72) 
[Arabido 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51885 

uC-gmrominsoy241d03bl 

BLASTX 

gl495259 

312 

1.0e-28 

142 

46 

(X97826) orf04 [Arabidopsis thaliana] 
51886 

uC- gmromins oy 2 4 IgO 4b 1 

BLASTX 

g4572671 

249 

3.0e-21 

86 

53 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



51887 

uC-gmrominsoy241g05bl 

BLASTX 

g3158376 

264 

5.0e-23 

108 
53 

(AF035385) unknown [Arabidopsis thaliana] 
51888 

uC-gmrominsoy241g09bl 



8509 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g416864 

212 

5.0e-17 

122 
36 

C YCLOHEXIMI DE RESISTANCE PROTEIN >gi_170849 (M64932) 
cyclohexamide resistance protein [Candida maltosa] 



51889 

uC-gmrominsoy243allbl 

BLASTX 

g4262236 

358 

3.0e-34 

98 

74 

(AC006200) putative ribose 
[Arabidopsis thaliana] 



5-phosphate isomerase 



51890 

uC-gmrominsoy243f llbl 

BLASTN 

g4103958 

59 

2.0e-24 

71 

96 

Phaseolus vulgaris calmodulin 
complete cds 



(CaM) mRNA, PvCaM-2 allele, 



51891 

uC-gmr omins oy2 4 4 a 1 Obi 

BLASTX 

g2245124 

413 

2.0e-40 

123 

67 

(Z97343) protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



51892 

uC-gmrominsoy244b09bl 

BLASTN 

gll07480 

144 

3.0e-75 

335 

40 

Acanthamoeba polyubiquitin gene 
51893 

uC-gmrominsoy244d02bl 

BLASTX 

g2129539 

155 

3.0e-10 



8510 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

52 
52 

AtJl protein - Arabidopsis thaliana >gi_564030 (U16246) 
AtJl [Arabidopsis thaliana] 

51894 

uC-gmrominsoy244el0bl 

BLASTX 

g482227 

509 

1.0e-51 

161 

32 

hypothetical protein T07C4 . 9 - Caenorhabditis elegans 
>gi_3879509_emb_CAA82571_ (Z29443) similar to Annexin; cDNA 
EST EMBL:C10640 comes from this gene; cDNA EST EMBL:C12433 
comes from this gene; cDNA EST ykl92f7.5 comes from this 
gene; cDNA EST yk318cl.5 comes from this gene; cDNA EST 
yk494al2.'3 comes from 

51895 

uC-gmrominsoy244f llbl 

BLASTX 

g730526 

340 

8.0e-32 

103 

93 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 

51896 

uC-gmrominsoy244h03bl 

BLASTX 

g3236241 

146 

3.0e-09 

88 
43 

(AC004684) 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51897 

uC-gmrominsoy2 4 4h0 5b 1 

BLASTX 

gll70567 

211 

2.0e-17 

66 

70 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir S52648 INOl protein - Citrus paradisi 

>gi 602565 emb CAA83565 (Z32632) INOl [Citrus x paradisi] 



Seq. No. 



51898 



8511 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmrominsoy244h08bl 

BLASTX 

g2576361 

151 

8.0e-10 

92 
33 

(U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 



51899 

uC- gmr omins oy2 4 5 a 1 lb 1 

BLASTX 

g2258317 

200 

2.0e-15 

128 

38 

(AF004879) resistance complex protein I2C-2 
esculentum] 



[Lycopersicon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51900 

uC-gmrominsoy245b03bl 

BLASTX 

g2244866 

359 

3.0e-34 

132 

50 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
51901 

uC-gmrominsoy245b!2bl 
BLASTX 
g4417271 
•385 
4.0e-37 
81 
85 

(AC007019) putative cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

51902 

uC-gmrominsoy2 4 5d0 6bl 

BLASTN 

g2656028 

53 

8.0e-21 

121 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNF13 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



51903 

uC-gmrominsoy2 4 5g0 9bl 

BLASTN 

g3821780 



8512 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33 

7.0e-09 

33 

58 

Xenopus laevis cDNA clone 27A6-1 
51904 

uC-gmrominsoy245h06bl 

BLASTX 

g3212861 

444 

4.0e-44 

92 

88 

(AC004005) unknown protein [Arabidopsis thaliana] 
51905 

uC-gmrominsoy246c02bl 

BLASTN 

gl8766 

126 

2.0e-64 

421 

83 

Soybean Tgm5 transposable element 
51906 

uC-gmrominsoy247a07bl 

BLASTX 

gl055107 

309 

2.0e-28 

113 

49 

(U39995) No definition line found [Caenorhabditis elegans] 
51907 

uC-gmrominsoy247c08bl 

BLASTX 

g4490335 

165 

1.0e-ll 

113 

35 

(AL035656) receptor kinase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51908 

uC-gmrominsoy2 4 7 cl lbl 

BLASTX 

g417059 

315 

4.0e-29 

116 

50 

GLUTAMINE SYNTHETASE (GLUTAMATE- -AMMONIA LIGASE) 
>gi_543538 pir JN0716 glutamate — ammonia ligase 



(EC 



8513 



6.3.1.2) - spiny lobster >gi_16078 6 (M96798) glutamine 
synthetase [Panulirus argus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51909 

uC-gmrominsoy247dO 9b 1 

BLASTX 

g2492633 

184 

7.0e-26 

91 

68 

PROBABLE GLUTARYL-COA DEHYDROGENASE PRECURSOR (GCD) 
>gi_3877512_emb_CAA91333_ (Z66513) similar to acyl-CoA 
dehydrogenase; cDNA EST EMBL:D7C)283 comes from this gene; 
cDNA EST EMBL:D66714 comes from this gene; cDNA EST 
EMBL:D70641 comes from this gene; cDNA EST EMBL:D70573 
comes from this gene; cDNA EST EM 

51910 

uC-gmrominsoy248a09bl 

BLASTN 

g3821780 

35 

3.0e-10 

36 

60 

Xenopus laevis cDNA clone 27A6-1 
51911 

uC-gmrominsoy248g07bl 

BLASTX 

g619738 

619 

1.0e-64 

163 

71 

(U18781) alcohol dehydrogenase [Caenorhabditis elegans] 



51912 

uC-gmrominsoy250g08bl 

BLASTN 

gl236948 

249 

1.0e-138 

305 

96 

Glycine max lipoxygenase L-5 



(vlxB) mRNA, complete cds 



51913 

uC-gmrominsoy253e06bl 

BLASTX 

g2497504 

152 

7.0e-10 

58 

50 

PRESYNAPTIC PROTEIN SAP 9 7 



( SYNAPSE-ASSOCIATED PROTEIN 97) 



8514 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(DISCS, LARGE HOMOLOG 1) >gi_2135397_pir 138757 homolog of 

Drosophila discs large protein, isoform 1 - human 
>gi_558438 (U13897) homolog of Drosophila discs large 
protein, isoform 1 [Homo sapiens] 

51914 

uC-gmrominsoy253f lObl 

BLASTX 

g3879225 

263 

5.0e-23 

101 

55 

(Z48809) similar to l-phosphatidylinositol-4 , 
5-bisphosphate phosphodiesterase; cDNA EST EMBL:T004 96 
comes from this gene; cDNA EST EMBL:D36610 comes from this 
gene; cDNA EST EMBL:T00496 comes from this gene; cDNA EST 
EMBL: D691 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51915 

uC-gmrominsoy253f llbl 

BLASTX 

g3687240 

221 

4.0e-18 

81 
54 

(AC005169) extensin-like protein [Arabidopsis thaliana] 
51916 

uC-gmrominsoy256cl2bl 

BLASTX 

g3860275 

430 

2.0e-42 

107 

76 

(AC005824) putative GTP-binding protein [Arabidopsis 
thaliana] >gi_4314395_gb_AAD15605_ (AC006232) putative 
terminal flower 1 (TFL1) [Arabidopsis thaliana] 
>gi_4521159_dbj_BAA75933.1_ (AB024712) ATC [Arabidopsis 
thaliana] >gi_4521161_dbj_BAA75931 . 1__ (AB024714) ATC 

[Arabidopsis thaliana] >gi_4521163_dbj_BAA75932 . 1_ 

(AB024715) ATC [Arabidopsis thaliana] 

51917 

uC-gmrominsoy25 6h0 Ibl 

BLASTX 

gl350976 

268 

1.0e-23 

66 

83 

40S RIBOSOMAL PROTEIN S2 >gi_939718 (U30454) ribosomal 
protein S2 [Urechis caupo] 



Seq. No. 



51918 



8515 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmr omins oy2 5 7 f 0 3b 1 

BLASTX 

g!350783 

188 

5.0e-14 

138 
48 

RECEPTOR-LIKE PROTEIN KINASE 5 PRECURSOR 

>gi_282883_pir S27756 receptor-like protein kinase 

precursor - Arabidopsis thaliana >gi_166850 (M84660) 
receptor-like protein kinase [Arabidopsis thaliana] 
>gi_28424 92_emb_CAA16889_ (AL021749) receptor-like protein 
kinase 5 precursor (RLK5) [Arabidopsis thaliana] 

51919 

uC-gmrominsoy258hl0bl 

BLASTN 

g439856 

223 

1.0e-122 

315 
93 

Glycine max Williams 82 lipoxygenase mRNA, complete cds 
51920 

uC-gmrominsoy2 60al lbl 

BLASTX 

g3004556 

213 

3.0e-17 

77 
52 

(AC003673) hypothetical protein [Arabidopsis thaliana] 
51921 

uC-gmr omins oy2 60b04bl 

BLASTX 

g4455240 

346 

1.0e-32 

102 
64 

(AL035523) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51922 

uC-gmr omins oy2 60g02bl 

BLASTX 

g!13695 

211 

8.0e-17 

92 

46 

PEPTIDYL-GLYCINE ALPHA-AMI DATING MONOOXYGENASE I PRECURSOR 
(PEPTIDE C-TERMINAL ALPHA- AMI DATING ENZYME I) (AE-I) 

>gi_66350_pir URXLA1 peptidylglycine monooxygenase (EC 

1.14.17.3) I precursor - African clawed frog >gi_213936 
(M18134) amidating enzyme precursor [Xenopus laevis] 



8516 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51923 

uC-gmrominsoy261a05bl 

BLASTX 

g4218535 

418 

4.0e-41 

96 
73 

(AJ010829) GRAB1 protein [Triticum sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI fc( 
BLAST score 
E value 



51924 

uC- gmr omin s o y2 6 1 a 0 8 b 1 

BLASTX 

gl825731 

415 

5.0e-58 

126 

89 

(U88308) C32E8.10 gene product [Caenorhabditis elegans] 



51925 

uC-gmr omins oy2 6 1 a 1 2bl 

BLASTX 

g2982303 

451 

4.0e-45 

111 

85 

(AF051236) hypothetical protein 



[Picea mariana] 



51926 

uC-gmrominsoy2 61e0 6b 1 

BLASTX 

g284076 

434 

6.0e-43 

128 

64 

ERD-2-like protein, ELP-1 



human 



51927 

uC-gmrorrtinsoy261g05bl 

BLASTX 

gl235974 

351 

3.0e-33 

92 

68 

(X96713) collagen [Globodera pallida] 
51928 

uC- gmr omi n s o y 2 6 2 a 0 9b 1 

BLASTX 

g2500130 

381 

5.0e-37 



8517 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



84 
83 

THIOREDOXIN REDUCTASE 2 (NADPH-DEPENDENT THIOREDOXIN 

REDUCTASE 2) {NTR 2) >gi_1076358_pir S4 4 026 thioredoxin 

reductase (NADPH) (EC 1.6.4.5) A - Arabidopsis thaliana 
(fragment) >gi_468524_emb_CAA80655_ (Z23108) NADPH 
thioredoxin reductase [Arabidopsis thaliana] 



51929 

uC-gmrominsoy262c01bl 

BLASTX 

g2315153 

295 

8.0e-27 

74 
78 

(Y14316) MAP3K gamma protein kinase 



[Arabidopsis thaliana] 



51930 

uC-gmrominsoy262el0bl 

BLASTX 

g3702352 

146 

1.0e-09 

59 

53 

(AC005397) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 

51931 

uC-gmrominsoy262g06bl 

BLASTX 

g2944180 

195 

5.0e-15 

49 

73 

(AF007779) 
thaliana] 



trehalose-6-phosphate phosphatase [Arabidopsis 



51932 

uC-gmrorainsoy2 63g07bl 

BLASTX 

g2738248 

245 

5.0e-21 

55 
89 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

51933 

uC-gmrominsoy2 63hllbl 

BLASTX 

g3745803 

184 

1.0e-13 



8518 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42 
86 

Chain B, Rat Liver Fl-Atpase 
51934 

uC- gmromins oy2 6 4 dO 9b 1 

BLASTX 

g2809232 

454 

2.0e-45 

101 

84 

(AC002560) F21B7.1 [Arabidopsis thaliana] 
51935 

uC - gmr omi ns oy 2 6 4 e 0 3 b 1 

BLASTX 

g3878996 

483 

1.0e-48 

127 

65 

(Z75955) similar to alpha-N-acetylgalactosaminidase; cDNA 
EST EMBL:M92935 comes from this gene; cDNA EST CEMSA04R 
comes from this gene [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51936 

uC-gmrominsoy264f 02bl 

BLASTN 

gl69980 

257 

1.0e-142 

368 

93 

Soybean heat-shock protein 
51937 

uC-gmrominsoy264f 04bl 

BLASTX 

gl805249 

166 

1.0e-ll 

112 

43 

(U51990) hPrpl8 
>gi_4506123_ref 



(Gmhsp26-A) gene, complete cds 



[Homo sapiens] 
NP_003666 . l_pPRP18 



pre-mRNA splicing 



factor similar to S. cerevisiae Prpl8 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51938 

uC- gmromins oy2 6 5 a 1 Ob 1 

BLASTX 

g461735 

286 

1.0e-25 

98 

67 

MITOCHONDRIAL CHAPERONIN HSP60- 



1 PRECURSOR 



8519 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi__478785_pir S29315 chaperonin 60 - cucurbit 

>gi_12544_emb_CAA502I7_ (X70867) chaperonin 60 [Cucurfoita 
sp. ] 

51939 

uC-gmrominsoy2 65bl lbl 

BLASTX 

g4388726 

475 

3.0e-48 

127 
72 

(AC006413) putative 12-oxophytodienoate-10, 11-reductase 
[Arabidopsis thaliana] 

51940 

uC-gmrominsoy2 65d02bl 

BLASTX 

g547766 

305 

2.0e-44 

108 

86 

CASEIN KINASE I, DELTA ISOFORM (CKI-DELTA) 

>gi_4237 95_pir A46002 casein kinase I (EC 2.7.1.-) delta, 

49K isoform - rat >gi_294525 (L07578) casein kinase I delta 
[Rattus norvegicus] 

51941 

uC-gmrominsoy265dllbl 

BLASTX 

g4006878 

175 

1.0e-12 

62 
52 

(299707) MAP3K-like protein kinase [Arabidopsis thaliana] 
51942 

uC-gmrominsoy2 65 f 0 7bl 

BLASTX 

g2982458 

147 

3.0e-09 

80 
53 

(AL022223) putative protein [Arabidopsis thaliana] 
51943 

uC-gmrominsoy265g04bl 

BLASTX 

g2055454 

343 

3.0e-32 

84 

77 

(U97204) prohibitin-like molecule TC-PRO-1 [Toxocara canis] 



8520 



0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51944 

uC-gmrominsoy265hllbl 

BLASTX 

gll25808 

531 

2.0e-54 

109 

92 

(U42845) coded for by C. elegans cDNA yk63a8.5; coded for 
by C. elegans cDNA yk83al2.5; coded for by C. elegans cDNA 
yk74b!0.5; coded for by C. elegans cDNA yk64a6.5; coded for 
by C. elegans cDNA ykl08g8.5; coded for by C. elegans cDNA 
yk90b 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



51945 

uC-gmrominsoy268d09bl 

BLASTX 

gll69546 

381 

8.0e-37 

117 

60 

PUTATIVE ER LUMEN PROTEIN RETAINING RECEPTOR C28H8.4 
>gi_669010 (U20861) similar to endoplasmic reticulum lumen 
protein retaining receptor [Caenorhabditis elegans] 

51946 

uC-gmrominsoy2 68g05bl 

BLASTX 

g3242708 

178 

5.0e-13 

124 

35 

(AC003040) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

51947 

uC-gmrominsoy270a08bl 

BLASTX 

gll74718 

312 

1.0e-28 

100 

62 

PUTATIVE RECEPTOR PROTEIN KINASE TMK1 PRECURSOR 

>gi_322579_pir JQ1674 receptor protein kinase TMK1 (EC 

2.7.1.-) precursor - Arabidopsis thaliana >gi_166888 
(L00670) protein kinase [Arabidopsis thaliana] 

51948 

uC-gmrominsoy270e07bl 

BLASTX 

g485131 

218 

1.0e-17 



8521 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



81 
56 

(U00052) similar to ADP, ATP carrier proteins 
[Caenorhabditis elegans] 

51949 

uC -gmr omi n s o y 2 7 0 g 0 2 b 1 

BLASTX 

gl706681 

178 

4.0e-13 

84 

45 

DIPHOSPHOMEVALONATE DECARBOXYLASE (MEVALONATE PYROPHOSPHATE 

DECARBOXYLASE) >gi_1235682 (U49260) mevalonate 

pyrophosphate decarboxylase [Homo sapiens] 

>gi_450528 9_ref_NP_002452.1_pMVD_ mevalonate (diphospho) 

decarboxylase 

51950 

uC-gmrominsoy27 ld02bl 

BLASTX 

g2828296 

313 

7.0e-54 

116 

90 

(AL021687) RNase L inhibitor [Arabidopsis thaliana] 
51951 

uC-gmrominsoy273b03bl 

BLASTX 

gl350996 

560 

1.0e-57 

145 

71 

40S RIBOSOMAL PROTEIN S4 >gi_453574_db j_BAA05485_ (D26473) 
Ribosomal Protein [Cricetulus griseus] 

51952 

uC-gmrominsoy273g02bl 

BLASTX 

g3319342 

141 

1.0e-08 

33 

67 

(AF077407) similar to mitochondrial carrier proteins (Pfam: 
mit_carr . hmm, score: 79.74 and 42.50) [Arabidopsis 
thaliana] 

51953 

uC-gmrominsoy274e02bl 

BLASTX 

g2088838 

226 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



7.0e-19 

79 

53 

(AF003386) F59E12.4 gene product [Caenorhabditis elegans] 
51954 

uC-gmrominsoy276a02bl 

BLASTX 

gl946371 

389 

1.0e-37 

143 

54 

(U93215) regulatory protein Viviparous-1 isolog 
[Arabidopsis thaliana] 

51955 

uC-gmrominsoy27 6e 1 lb 1 

BLASTX 

g3877856 

169 

6.0e-12 

97 

29 

(Z34801) similar to Nucleoporin; cDNA EST EMBL:M88930 comes 
from this gene; cDNA EST EMBL:D27619 comes from this gene; 
cDNA EST EMBL:T00612 comes from this gene; cDNA EST 
EMBL:T01203 comes from this gene; cDNA EST EMBL:T01511 c 

51956 

uC-gmrominsoy276hllbl 

BLASTX 

g3928150 

403 

2.0e-39 

105 

70 

(AJ131049) hypothetical protein [Cicer arietinum] 
51957 

uC-gmrominsoy277a08bl 

BLASTX 

gl38364 

143 

2.0e-09 

50 
56 

GENOME POLYPROTEIN M {CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus {strain Kentucky G7) >gi__210812 
(M62738) coat protein [Bean pod mottle virus] 

51958 

uC-gmrominsoy277b08bl 

BLASTX 

g4097880 

254 



8523 



E value 


3 . Qe-22 


Match length 


84 


% identity 


65 


NCBI Description 


(U70866) polyprotein [Bean pod mottle virus] 


Seq. No. 


51959 


Seq. ID 


uC-gmr ominsoy27 7 f 0 9b 1 


Method 


BLASTN 


NCBI GI 


gl69980 


BLAST score 


217 


E value 


1. Oe-118 


Match length 


377 


% identity 


93 


NCBI Description 


i till i 1 i j*** i r\ ^ ^\ \ n i 

Soybean heat-shock protein (Gmhsp26-A) gene, complete 


Seq. No. 


51960 


Seq. ID 


uC-gmrominsoy280c!2bl 


Method 


BLASTX 


NCBI GI 


g3894164 


BLAST score 


177 


E value 


1.0e-12 


Match length 


139 


% identity 


30 


NCBI Description 


(AC005312) similar to phloem-specific lectin [Arabidop 




thaliana] 


Seq. No. 


51961 


Seq. ID 


uC-gmrominsoy28 0hl2bl 


Method 


BLASTX 


NCBI GI 


g4559396 


BLAST score 


223 


E value 


3. Oe-18 


Match length 


76 


% identity 


54 


NCBI Description 


(AC006526) unknown protein [Arabidopsis thaliana] 


Seq. No. 


51962 


Seq. ID 


uC-gmrominsoy283cllbl 


Method 


BLASTX 


NCBI GI 


g3128216 


BLAST score 


196 


E value 


4.0e-15 


Match length 


69 


% identity 


54 


NCBI Description 


(AC004077) putative GA4 protein [Arabidopsis thaliana] 


Seq. No. 


51963 


Seq. ID 


uC-gmr ominsoy28 4 aO 6bl 


Method 


BLASTN 


NLB1 bl 


glo9yiUD 


BLAST score 


255 


E value 


1.0e-141 


Match length 


255 


% identity 


100 


NCBI Description 


Glycine max phosphoinositide-specif ic phospholipase C 



P25 



mRNA 7 complete cds 



8524 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51964 

uC-gmrominsoy284b07bl 

BLASTX 

g3080367 

246 

8.0e-21 

126 

40 

(AL022580) hypothetical protein [Arabidopsis thaliana] 
51965 

uC-gmrominsoy284e08bl 

BLASTX 

g2583118 

282 

1.0e-29 

119 

63 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
51966 

uC-gmrominsoy285c08bl 

BLASTX 

g3309084 

248 

2.0e-31 

94 

56 

(AF076252) calcineurin B-like protein 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



51967 

uC-gmrominsoy285f01bl 

BLASTX 

g2582971 

268 

4.0e-24 

81 
68 

(D83711) TKRP125 [Nicotiana tabacum] 
51968 

uC- gmr omins o y 2 8 7 a 1 lb 1 

BLASTN 

g4097879 

95 

2.0e-46 

155 
90 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

51969 

uC- ginr omins o y2 8 7 c 0 3b 1 

BLASTX 

g4467096 

192 



8525 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-15 

85 

52 

(AL035538) 



putative protein [Arabidopsis thaliana] 



51970 

uC-gmrominsoy287cl2bl 

BLASTX 

g4249386 

593 

1.0e-61 

132 
83 

(AC005966) Strong similarity to gb_AF061286 gamma-adaptin 1 
from Arabidopsis thaliana. EST gb_H37393 comes from this 
gene. [Arabidopsis thaliana] 

51971 

uC-gmrominsoy287d03bl 

BLASTX 

g3885328 

168 

7.0e-12 

87 
40 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



51972 

uC-gmrominsoy287e05bl 

BLASTX 

gl38364 

164 

7.0e-12 

48 
62 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi__210812 
(M62738) coat protein [Bean pod mottle virus] 

51973 

uC-gmrominsoy287g09bl 

BLASTX 

gl38364 

156 

6-0e-ll 

37 
81 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >giJ75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi__210812 
(M62738) coat protein [Bean pod mottle virus] 

51974 

uC-gmrominsoy287h03bl 
BLASTX 



8526 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



gl853970 
175 

9.0e-13 

109 

34 

(D88122) 



CPRD46 protein [Vigna unguiculata] 



51975 

uC-gmrominsoy293d03bl 

BLASTX 

gll5402 

324 

4.0e-30 

92 

65 

CUTICLE COLLAGEN 6 >gi_84433jpir_JS0167 collagen col-6 - 
Caenorhabditis elegans >gi_156264 (M25477) collagen 
[Caenorhabditis elegans] 

51976 

uC - grar omins oy 2 9 4 b 0 9b 1 

BLASTX 

gl38364 

152 

2.0e-10 

47 
66 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

51977 

uC-gmrominsoy298a08bl 

BLASTN 

gl808591 

107 

3.0e-53 

215 

87 

C.arietinum mRNA for SAM- synthetase 
51978 

uC-gmrominsoy298al0bl 

BLASTX 

g2980761 

302 

8.0e-28 

87 

62 

(AL022198) putative protein [Arabidopsis thaliana] 
51979 

uC - gmr omi n s o y 2 9 9b 0 5 b 1 

BLASTX 

gl654140 

315 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



3.0e-29 

102 

54 

(U37840) 



lipoxygenase [Lycopersicon esculentum] 



51980 

uC - gmr omi n s o y 2 9 9 e 0 3 b 1 

BLASTX 

gl531758 

214 

3.0e-17 

61 

64 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 
unknown protein [Arabidopsis thaliana] 



(AC003028) 



51981 

uC~gmrominsoy2 9 9h0 9bl 

BLASTX 

g3874907 

187 

3.0e-14 

91 

43 

(Z81048) cDNA EST EMBL:T00064 comes from this gene; cDNA 
EST EMBL:T01650 comes from this gene; cDNA EST EMBL:C07343 
comes from this gene; cDNA EST EMBL:C08680 comes from this 
gene; cDNA EST yk491hl.3 comes from this gene; cDNA 

51982 

uC-gmrominsoy300b08bl 

BLASTN 

g938299 

194 

1.0e-105 

448 

91 

V.ungiculata mRNA for unknown protein (A3 gene) 
51983 

uC-gmrominsoy300el0bl 

BLASTX 

g3878494 

300 

3.0e-27 

126 

49 

(Z79602) predicted using Genefinder; Similarity to Yeast 
hypothetical protein YAE2 (SW: YAE2_YEAST) ; cDNA EST 
EMBL:T01631 comes from this gene; cDNA EST EMBL:M88949 
comes from this gene [Caenorhabditis elegans] 

51984 

uC-gmrominsoy300g08bl 

BLASTX 

g3142300 

307 



8528 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-28 

94 

62 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64 908 
and gb_T88158, gb_N38703 and gb__AA651043 come from this 
gene. [Arabidopsis thaliana] 

51985 

uC-gmrominsoy300gl2bl 

BLASTX 

g2943789 

160 

6.0e-ll 

84 

43 

(AB000875) RD22BP1 [Arabidopsis thaliana] 
51986 

uC-gmrominsoy302e02bl 

BLASTX 

g3643598 

512 

4.0e-52 

138 

70 

(AC005395) 
thaliana] 



putative poly (A) polymerase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51987 

uC-gmrominsoy302g02bl 

BLASTX 

gll76059 

317 

3.0e-29 

127 

55 

HYPOTHETICAL 45.2 KD GTP-BINDING PROTEIN IN TRX1-RTA1 

INTERGENIC REGION >gi_1077194_pir S53933 probable membrane 

protein YGR210c - yeast (Saccharomyces cerevisiae) 
>gi_790501_emb_CAA8 9003_ (Z49133) unknown [Saccharomyces 
cerevisiae] >gi_1165215 (U40843) ORFS7; Method: conceptual 
translation supplied by author. [Saccharomyces cerevisiae] 
>gi_1323377_emb_CAA97237_ (Z72995) ORF YGR210c 
[Saccharomyces cerevisiae] 

51988 

uC-gmrominsoy303a05bl 

BLASTX 

g3123025 

154 

5.0e-10 

89 

36 

VITELLOGENIN 6 PRECURSOR >gi_1515337 (U35449) vitellogenin 
[Oscheius sp. f CEWl'] 



8529 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51989 

uC-gmrominsoy303a07bl 

BLASTN 

g2062705 

33 

6.0e-09 

35 

59 

Human butyrophilin {BTF5 ) mRNA, complete cds 
51990 

uC-gmrominsoy303b03bl 

BLASTX 

gl076821 

188 

3.0e-14 

92 
42 

probable l-acyl-glycerol-3-phosphate acyltransf erase - 
maize >gi_575960_emb_CAA82638_ (Z29518) 

l-acyl-glycerol-3-phosphate acyltransf erase (putative) [Zea 
mays] 

51991 

uC-gmrominsoy303d04bl 

BLASTX 

g3874892 

137 

1.0e-08 

42 
62 

(Z48045) similar to P97 protein; cDNA EST EMBL:M89239 comes 
from this gene; cDNA EST EMBL:D28083 comes from this gene; 
cDNA EST EMBL:D28082 comes from this gene; cDNA EST 
EMBL:T00671 comes from this gene; cDNA EST EMBL:D32722 c. . . 
>gi_3875715_emb_CAA88314_ (Z48334) similar to P97 protein; 
cDNA EST EMBL:M8 9239 comes from this gene; cDNA EST 
EMBL:D28083 comes from this gene; cDNA EST EMBL:D28082 
comes from this gene; cDNA EST EMBL:T00671 comes from this 
gene; cDNA EST EMBL:D32722 c 

51992 

uC-gmrominsoy304h02bl 

BLASTN 

gl66873 

60 

3.0e-25 
168 
84 

A.thaliana S-adenosylmethionine synthetase 2 
complete cds 



(sam-2) gene, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



51993 

uC-gmrominsoy304h05bl 

BLASTX 

g2194128 

221 



8530 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-18 

125 
38 

(AC002062) Strong similarity to Arabidopsis receptor-like 
kinase (gb_ATLECGENE) and F20P5.15. [Arabidopsis thaliana] 

51994 

uC-gmrominsoy305a01bl 

BLASTX 

g4454467 

360 

2.0e-34 

126 

52 

(AC006234) unknown protein [Arabidopsis thaliana] 
51995 

uC- gmr omi ns oy 3 0 5 e 0 3b 1 

BLASTN 

gl69964 

49 

1.0e-18 

168 
89 

Soybean glutathione reductase 



(GR) mRNA, complete cds 



51996 

uC-gmrominsoy305e07bl 

BLASTN 

g4210834 

82 

3.0e-38 

179 

85 

Pisum sativum mRNA for ketol-acid reductoisomerase 
51997 

uC-gmrominsoy305hllbl 

BLASTX 

g4220521 

151 

7.0e-ll 

63 
65 

(AL035356) putative protein [Arabidopsis thaliana] 
51998 

uC-gmrominsoy306g01bl 

BLASTX 

g2245020 

156 

2.0e-10 

46 

63 

(297341) growth regulator homolog [Arabidopsis thaliana] 



Seq. No. 



51999 



8531 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmrominsoy306h02bl 

BLAST N 

g347458 

278 

1.0e-155 

314 

97 

Glycine max brassinosteroid-regulated protein mRNA, 
complete cds 



52000 

uC-gmrominsoy30 6hl2bl 

BLASTX 

g3297813 

328 

2.0e-30 

158 

53 

(AL031032) hypothetical protein 



[Arabidopsis thaliana] 



52001 

uC-gmrominsoy307b04bl 

BLASTX 

g3881332 

590 

3.0e-61 

151 

70 

(AL032658) predicted using Genefinder; similar to 
AMP-binding enzyme; cDNA EST yk315dl.5 comes from this 
gene; cDNA EST EMBL:D33594 comes from this gene; cDNA EST 
EMBL:D36453 comes from this gene; cDNA EST EMBL:D71491 
comes fro 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 KD 
(RFC38) 



52002 

uC-gmrominsoy308b06bl 
BLASTX 
g3915601 
341 

3.0e-32 
113 
56 

ACTIVATOR 1 38 KD SUBUNIT (REPLICATION FACTOR C 
SUBUNIT) (Al 38 KD SUBUNIT) (RF--C 38 KD SUBUNIT) 
>gi_1498259 (L07541) replication factor C, 38-kDa subunit 
[Homo sapiens] >gi_4506489_ref_NP__002906 . l_pRFC3_ 
replication factor C (activator 1) 3 (38kD) 



52003 

uC-gmrominsoy308bl2bl 

BLASTX 

g4455155 

185 

6.0e-14 

54 

65 

(AL022023) EF-1 alpha 



like protein (fragment) 



8532 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
52004 

uC-gmrominsoy30 8 c06bl 

BLASTX 

g4263048 

219 

8.0e-18 

125 
47 

(AC005142) putative hydrolase [Arabidopsis thaliana] 
52005 

uC-gmrominsoy308f 06bl 

BLASTX 

g4455179 

256 

3.0e-22 

119 

46 

(AL035521) hypothetical protein [Arabidopsis thaliana] 
52006 

uC-gmrominsoy30 8 f 0 9b 1 

BLASTX 

gl33980 

257 

2.0e-22 

67 

73 

40S RIBOSOMAL PROTEIN S6 >gi_70934j?ir R3ZP6E ribosomal 

protein S6.e, cytosolic - fission yeast 

(Schizosaccharomyces pombe) >gi__173474 (M36382) ribosomal 
protein S6 (rps6) precursor [Schizosaccharomyces pombe] 
>gi_1008992_emb_CAA91100_ (Z54308) 40S ribosomal protein 

[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52007 

uC-gmrominsoy308h08bl 

BLASTX 

g3892045 

277 

3.0e-25 

55 

87 

(AC002330) 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52008 

uC-gmrominsoy309f 02bl 

BLASTX 

g3599491 

188 

3.0e-14 

42 

86 

(AF08514 9) putative aminotransferase 



[Capsicum chinense] 



8533 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52009 

uC-gmrominsoy309hllbl 

BLASTN 

g2952109 

125 

7.0e-64 

245 

98 

Fusarium oxysporum f . sp. cubense NRRL 25603 translation 
elongation factor gene, partial cds 

>gi_2952111_gb_AF008488_ Fusarium oxysporum f . sp. cubense 
NRRL 25605 translation elongation factor gene, partial cds 
>gi_2952147_gb_AF008506_AF008506 Fusarium oxysporum f . sp. 
perniciosum NRRL 22550 translation elongation factor gene, 
partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52010 

uC-gmrominsoy310h07bl 

BLASTX 

g3337356 

326 

3.0e-30 

64 

97 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52011 

uC-gmrominsoy311b03bl 

BLASTX 

g3292829 

356 

1.0e-33 

163 

48 

(AL031018) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52012 

uC-gmrominsoy311dl2bl 

BLASTN 

gl808591 

101 

1.0e-49 

217 

87 

C.arietinum mRNA for SAM-synthetase 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52013 

uC-gmrominsoy311f 09bl 

BLASTX 

g4544412 

215 

2.0e-17 

75 

47 

(AC006955) hypothetical protein [Arabidopsis thaliana] 



8534 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52014 

uC-gmrominsoy311f lObl 

BLASTN 

g3193221 

312 

1.0e-175 

446 

97 

Glycine max malate dehydrogenase (Mdh-2) gene, 
encoding mitochondrial protein, partial cds 



52015 

uC-gmrominsoy313c01bl 

BLASTX 

gl055107 

253 

9.0e-22 

106 

50 

(U39995) No definition line 



nuclear gene 



found [Caenorhabditis elegans] 



52016 

uC-gmrominsoy313e07bl 

BLASTX 

g4321715 

213 

2.0e-17 

76 

50 

(AF058326) GMP synthase [Lactococcus lactis] 
52017 

uC-gmrominsoy313f 09bl 

BLASTX 

g4432846 

452 

3.0e-45 

114 

71 

(AC006283) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52018 

uC-gmrominsoy313g08bl 

BLASTX 

g3157943 

213 

6.0e-17 

95 

45 

(AC002131) Contains similarity to BAP 31 protein gb_X81816 
from Mus musculus. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



52019 

uC-gmrominsoy314al2bl 

BLASTX 

g4106970 



8535 





II 


BLAST score 


183 


E value 


1.0e-13 


Match length 


120 


% identity 


10 


NCBI Description 


(AF113948) resistance 
sativa] 




protein candidate RGC2B [Lactuca 



Seq. No. 52020 

Seq. ID uC-gmrominsoy314c05bl 

Method BLASTX 

NCBI GI g2313769 

BLAST score 143 

E value 7.0e-09 

Match length 81 

% identity 8 

NCBI Description (AE000578) fucosyltransf erase [Helicobacter pylori 26695] 

Seq. No. 52021 

Seq. ID uC-gmrominsoy314e03bl 

Method BLASTX 

NCBI GI g3367522 

BLAST score 156 

E value 1.0e-10 

Match length 78 

% identity 50 

NCBI Description (AC004392) EST gb_T04691 comes from this gene. [Arabidopsis 
thaliana] 

Seq. No. 52022 

Seq. ID uC-gmrominsoy314f 04bl 

Method BLASTX 

NCBI GI g4218535 

BLAST score 197 

E value 3.0e-15 

Match length 70 

% identity 70 

NCBI Description (AJ010829) GRAB1 protein [Triticum sp.] 

Seq. No. 52023 

Seq. ID uC-gmrominsoy314f 09bl 

Method BLASTX 

NCBI GI g3875207 

BLAST score 331 

E value 5.0e-31 

Match length 77 

% identity 77 

NCBI Description (Z81486) Similarity to Human muscarinic acetylcholine 



receptor (SW:P20309); cDNA EST EMBL:D28081 comes from this 
gene; cDNA EST EMBL:D28080 comes from this gene 
[Caenorhabditis elegans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



52024 

uC- gmromins oy 3 1 4 gO 9b 1 

BLASTN 

gl296533 

167 

6.0e-89 



8536 



Match length 311 

% identity 88 

NCBI Description H.armigera actA3b gene 

Seq. No. 52025 

Seq. ID uC-gmrominsoy315b07bl 

Method BLASTX 

NCBI GI g4006816 

BLAST score 182 

E value 2.0e-13 

Match length 137 

% identity 39 

NCBI Description (AC005970) hypothetical protein, 3' partial [Arabidopsis 
thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52026 

uC-gmrominsoy315f 07bl 

BLASTX 

g2245378 

193 

9.0e-15 

41 

80 

(U83245) auxin response 



factor 1 [Arabidopsis thaliana] 



52027 

uC-gmrominsoy315f lObl 

BLASTX 

gl27737 

366 

5.0e-35 

111 

24 

MYOSIN HEAVY CHAIN A (MHC A) >gi_84 4 68_pir S02771 myosin 

heavy chain A - Caenorhabditis elegans 
>gi_6799_emb_CAA30856_ (X08067) myosin heavy chain 3 
[Caenorhabditis elegans] 

52028 

uC-gmr omins oy 3 1 7b 1 2b 1 

BLASTX 

gl703082 

315 

4.0e-29 

124 

48 

PROBABLE ATP-CITRATE (PRO-S-) -LYASE (CITRATE CLEAVAGE 
ENZYME) >gi_1326262 (U58727) coded for by C. elegans cDNA 
ykl33b7.5; coded for by C. elegans cDNA ykl33b7.3; coded 
for by C. elegans cDNA CEESE58F; strong similarity to ATP 
citrate lyase and the alpha chain of succinyl-coa synthases 
[Caenorhabditis elegans] 



Seq. No. 52029 

Seq. ID uC-gmrominsoy318a03bl 

Method BLASTX 

NCBI GI g4204271 



8537 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



386 

2.0e-37 

97 

74 

(AC005223) Unknown protein [Arabidopsis thaliana] 
52030 

uC-gmrominsoy318a05bl 

BLASTN 

g4432793 

157 

6.0e-83 

381 

72 

Arabidopsis thaliana chromosome II BAC T19K21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

52031 

uC-gmrominsoy318a08bl 

BLASTN 

g343517 

77 

5.0e-35 

204 

87 

Tobacco (N.tabacum) chloroplast Met-tRNA, Val-tRNA-uac and 
flanks 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



52032 

uC-gmrominsoy318b04bl 

BLASTN 

g2264305 

205 

1.0e-lll 

425 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBK23, complete sequence [Arabidopsis thaliana] 

52033 

uC-gmrominsoy318b05bl 

BLASTN 

g3869075 

378 

0.0e+00 

425 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXK3, complete sequence [Arabidopsis thaliana] 

52034 

uC-gmrominsoy318b06bl 

BLASTN 

g2160155 

110 

3.0e-55 
193 



PI clone: 



PI clone: 



8538 



II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

52035 

uC-gmrominsoy318b09bl 

BLASTN 

g3063438 

334 

0.0e+00 

367 

97 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 

52036 

uC-gmrominsoy318bl0bl 

BLASTN 

g4092472 

509 

0.0e+00 

589 

45 

Arabidopsis thaliana BAC F1K3 from chromosome IV near 21 
cM, complete sequence [Arabidopsis thaliana] 

52037 

uC-gmrominsoy318bllbl 

BLASTN 

g3201608 

198 

1.0e-107 

373 

93 

Arabidopsis thaliana chromosome II BAC F7F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

52038 

uC-gmrominsoy318c05bl 

BLASTN 

g4580400 

369 

0.0e+00 

504 

93 

Arabidopsis thaliana chromosome II BAC T16I21 genomic 
sequence , complete sequence 

52039 

uC-gmrominsoy318c09bl 

BLASTN 

g343354 

227 

1.0e-124 

431 

88 

Spinach (S.oleracea) cp coupling factor complex (ATPase) ; 



8539 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



beta & epsilon subunit genes 
52040 

uC - gmr omi n s o y 3 1 8 dO 3 b 1 

BLASTN 

g3695394 

197 

1.0e-107 

308 

93 

Arabidopsis thaliana BAC T5H22 
52041 

uC-gmrominsoy318d04bl 

BLASTN 

gl6169 

131 

2.0e-67 

370 

89 

A. thaliana tandemly repeated sequence 



AR21 



Seq. No. 
Seq. ID 
Method 



52042 

uC-gmrominsoy318d06bl 

BLASTN 

g3327388 

214 

1.0e-117 

394 
5 

Arabidopsis thaliana chromosome II BAC T12J2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

52043 

uC- gmr omins oy 3 1 8 dO 8b 1 

BLASTN 

g2924257 

107 

2.0e-53 

179 

45 

Tobacco chloroplast genome DNA 
52044 

uC-gmrominsoy318dllbl 

BLASTN 

g3184270 

169 

4.0e-90 

233 

96 

Arabidopsis thaliana chromosome II BAC T8K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

52045 

uC-gmrominsoy318dl2bl 
BLASTX 



8540 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl899058 
207 

1.0e-16 

72 
61 

(U77378) transcriptional activator CBF1 [Arabidopsis 
thaliana] >gi_4091982_gb_AAC99369__ (AF076155) CRT/CRE 
binding factor 1 [Arabidopsis thaliana] 

52046 

uC-gmrominsoy318e01bl 

BLASTN 

gl2283 

225 

1.0e-123 

408 
89 

Spinach plastid psbB operon with genes for 10 kD 
phosphoprotein associated with photosystem II (psbH), 
apocytochrome b6 and subunit 4 (petD) of cytochrome b6f 
complex 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52047 

uC-gmromins oy 3 1 8 e 0 2bl 

BLASTX 

g2827520 

199 

1.0e-15 

92 
42 

(AL021633) 
thaliana] 



receptor kinase - like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



52048 

uC-gmr omins oy3 1 8 e 0 3b 1 

BLASTX 

g2924279 

210 

3.0e-17 

46 

87 

(Z00044) NADH dehydrogenase ND4 subunit [Nicotiana tabacum] 
52049 

uC-gmr omi ns o y 3 1 8 e 0 4b 1 

BLASTN 

g2160155 

500 

0. 0e+00 
524 

99 

Sequence of BAG F21M12 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

52050 

uC-gmrominsoy318e08bl 
BLASTN 



8541 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3869062 
468 

0.0e+00 

495 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K11I1, complete sequence [Arabidopsis thaliana] 

52051 

uC-gmrominsoy318el0bl 

BLASTN 

g2924257 

143 

1.0e-74 

381 
83 

Tobacco chloroplast genome DNA 



52052 

uC-gmrominsoy318f 02bl 

BLASTN 

g4220642 

163 

1.0e-86 

239 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWC10, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52053 

uC-gmrominsoy318f 05bl 

BLASTX 

g4539414 

167 

3.0e-27 

93 

80 

(AL049524) 
thaliana] 



putative subtilisin-like protease [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



52054 

uC-gmrominsoy318f 06bl 

BLASTN 

g3327388 

234 

1.0e-129 

450 

5 

Arabidopsis thaliana chromosome II BAC T12J2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

52055 

uC-gmrominsoy318f 10b! 

BLASTN 

g4027862 

417 

0.0e+00 



8542 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



433 
99 

Arabidopsis thaliana chromosome 1 BAC T7A14 sequence, 
complete sequence [Arabidopsis thaliana] 

52056 

uC-gmrominsoy31 8 f 1 lbl 

BLASTN 

g4115370 

264 

1.0e-147 

288 
98 

Arabidopsis thaliana chromosome II BAC F27D4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

52057 

uC-gmrominsoy318f 12b 1 

BLASTN 

g3869064 

270 

1.0e-150 

431 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1013, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



52058 

uC-gmrominsoy318g01bl 

BLASTN 

gll97087 

56 

7.0e-23 

112 

88 

Fagopyrum esculentum chloroplast DNA 
52059 

uC-gmrominsoy318g02bl 

BLASTX 

g2506292 

544 

7.0e-56 

141 

70 

POSSIBLE CITRATE SYNTHASE 2 >gi__1657529 (U73857) similar to 
E. coli gltA citrate synthase [Escherichia coli] 
>gi_1786527 (AE000140) putative citrate synthase; 
propionate metabolism? [Escherichia coli] 

52060 

uC-gmrominsoy318g05bl 

BLASTX 

g4432867 

381 

1.0e-36 
182 



8543 
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jnudx uescripuion 


^/iuuuoouu; putative anau iiKe protein L^iraDici 




thaliana] 


Seq. No. 


bzUol 


oeq. xjj 


ul ginroiuinsoyjiogUDDi 


IXlC UllOQ. 


•DXxrib 1 IN 


Xir'RT PT 
1\v^I5X ul 


nA R £7 9Qfl 
g~± 3D / ZjU 


BLAST score 


457 


E value 


0.0e+00 


ixiaL.cn xengun 


^9 £ 




A fi 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F18P14 




sequence, complete sequence 


beq. no. 


DZUOZ 


beq. xjj 


uC — gmrominsoy318g07bl 




£5Xj.H.b 1 A 


NCBI GI 


g3892701 


BLAST score 


138 


Ei valUc 


/ . ue u y 


L v ici\_OIl Icily Uil 


DU 


-s identity 




NCBI Description 


(ALUJod4o) hypothetical protein [Arabidopsis 


Seq. No, 


52063 


beq. id 


uC-gmrominsoyologO(3Dl 


Method. 


bXiAb 1 N 


INL-JjI oX 


gZ D DU O D X 


BLAST score 


279 


E value 


1.0e-156 


Match length 




^ laenuiTLy 


y / 


NCBI Description 


Arabidopsis thaliana chromosome V BAC T19K24 




sequence, complete sequence [Arabidopsis thai 


beq. no. 


c; o n a a 


beq. ±u 


uC— gitirominsoy318gllbl 




■RT TACIT "NT 


INUDX LjX 


rrOO A 9^ 

gz zyoizo 


BLAST score 


449 


E value 


0.0e+00 


Match length 


4 / / 


o lUcilLlUy 




NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA I 




fragment No 


Seq. No. 


52065 


beq. xu 


uu-gmrominsoyolo gl2bl 


Method 


BLASTN 


LN O J. ox 


rrd4 1 9fl1 


BLAST score 


347 


E value 


0.0e+00 


Match length 


459 


% identity 


93 


NCBI Description 


B.rapa chloroplast petA gene for cytochrome f 



genomic 



contig 



8544 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



52066 

uC -gmr omin s o y 3 1 8 h 0 4 b 1 

BLASTN 

g3983533 

397 

O.Oe+GO 

444 

98 

Arabidopsis thaliana BAC T24G3 from chromosome V near 
cM, complete sequence [Arabidopsis thaliana] 

52067 

uC- gmr omi ns o y 3 1 8 h 0 5b 1 

BLASTN 

g4522002 

241 

1.0e-133 

272 
99 

Arabidopsis thaliana chromosome II BAC T23K3 genomic 
sequence, complete sequence 

52068 

uC-gmrominsoy318h07bl 

BLASTN 

g2529657 

335 

0.0e+00 

409 

95 

Arabidopsis thaliana chromosome II BAC T30B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

52069 

uC-gmrominsoy319b08bl 

BLASTX 

g4314378 

436 

3.0e-43 

142 

56 

(AC006232) putative lipase [Arabidopsis thaliana] 
52070 

uC-gmrominsoy319c07bl 

BLASTN 

g2055227 

38 

4.0e-12 

88 

86 

Glycine max mRNA for SRC1, 
52071 

uC-gmrominsoy319d06bl 
BLASTX 
g2055228 



70 



complete cds 



8545 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193 

4.0e-15 

67 
63 

(AB000129) SRC1 [Glycine max] 
52072 

uC-gmr omins o y 3 1 9 f 0 4 b 1 

BLASTN 

g459961 

336 

0.0e+00 

455 

100 

Glycine max proplastid omega-6 desaturase mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52073 

uC-gmrominsoy319g04bl 

BLASTX 

g3249084 

477 

5.0e-48 

131 

23 

(AC004473) Similar to red-1 (related to thioredoxin) 
gb_X92750 from Mus musculus. ESTs gb_AA712687 and 
gb_Z37223 come from this gene [Arabidopsis thaliana] 



gene 



52074 

uC-gmrominsoy319gllbl 

BLASTN 

g439856 

153 

1.0e-80 

261 

90 

Glycine max Williams 82 lipoxygenase mRNA, complete cds 
52075 

uC-gmrominsoy319h07bl 

BLASTX 

g4008010 

186 

6.0e-14 

63 

57 

(AF084036) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



52076 

uC-gmrominsoy319hllbl 

BLASTX 

g3650037 

520 

5.0e-53 
133 



8546 



% identity 

NCBI Description 



77 

(AC005396) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52077 

uC- gmr omin s o y 3 2 0 dO 7 b 1 

BLASTN 

gl431628 

201 

1.0e-109 

285 

93 

V.radiata mRNA for pectinacetylesterase 



52078 

uC-gmrominsoy320f 05bl 

BLASTX 

g3511223 

554 

3.0e-57 

114 

94 

(AF069528) plant adhesion molecule 



1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



52079 

uC-gmrominsoy320f 08bl 

BLASTX 

g4510398 

395 

2.0e-38 

101 

78 

(AC006587) hypothetical protein [Arabidopsis thaliana] 
52080 

uC-gmrominsoy32 OgO 9b 1 

BLASTN 

g3789939 

98 

5.0e-48 

190 

28 

Saccharum hybrid cultivar H32-8560 tetra-ubiquitin (ubi4) 
gene, complete cds 

52081 

uC-gmrominsoy320h06bl 

BLASTX 

g4567266 

166 

2.0e-ll 

73 

42 

(AC006841) putative pol polyprotein [Arabidopsis thaliana] 
52082 

uC-gmronoir0001f05al 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g2760837 

177 

6.0e-13 

79 

35 

(AC003105) 



putative cytochrome P450 [Arabidopsis thaliana] 



52083 

uC-gmronoir0001g07bl 

BLASTX 

g3763917 

392 

4.0e-38 

127 

60 

(AC004450) hypothetical protein [Arabidopsis thaliana] 
>gi_4531438_gb_AAD22123.1_AC006224_5 (AC006224) 
hypothetical protein [Arabidopsis thaliana] 



52084 

uC-gmronoir000a05bl 

BLASTN 

g3510341 

47 

8.0e-18 

119 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFC16, complete sequence [Arabidopsis thaliana] 



PI clone: 



52085 

uC-gmronoir002c06bl 

BLASTX 

g3821254 

270 

4.0e-24 

85 

65 

(AJ007789) geranylgeranyl reductase 
52086 

uC-gmronoir002g01bl 

BLASTX 

g3860797 

228 

5.0e-19 

80 
62 

(AJ235271) 30S RIBOSOMAL PROTEIN S9 
prowazekii] 

52087 

uC-gmronoir004b09bl 

BLASTN 

g3821780 

33 



[Nicotiana tabacum] 



(rpsl) [Rickettsia 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-09 

33 
58 

Xenopus laevis cDNA clone 27A6-1 
52088 

uC-gmronoir004f03bl 

BLASTX 

gl29018 

377 

2.0e-36 

107 

63 

ORNITHINE AMINOTRANSFERASE PRECURSOR (ORNITHINE— OXO-ACID 
AMINOTRANSFERASE) >gi_6 66 4 5_pir_XNHUO ornithine— oxo-acid 
transaminase (EC 2.6.1.13) precursor - human 
>gi_3114488__pdb_10AT_A Chain A, Ornithine Aminotransferase 
>gi_31144 8 9_pdb_10AT_B Chain B, Ornithine Aminotransferase 
>gi_31144 90_pdb_lOAT_C Chain C, Ornithine Aminotransferase 
>gi_4139654_pdb_20AT_A Chain A, Ornithine Aminotransferase 
Complexed With 5-Fluoromethylornithine 

>gi_4139655_pdb_20AT_B Chain B, Ornithine Aminotransferase 
Complexed With 5-Fluoromethylornithine 

>gi_4139656_pdb_20AT_C Chain C, Ornithine Aminotransferase 
Complexed With 5-Fluoromethylornithine 

>gi_34138_emb_CAA68809_ (Y07511) precursor (AA -35 to 404) 
[Homo sapiens] >gi_189329 (M12267) ornithine 
aminotransferase [Homo sapiens] >gi_189348 (M23204) 
ornithine-delta-aminotransferase [Homo sapiens] >gi_189351 
(M14963) ornithine aminotransferase [Homo sapiens] 
>gi_386987 (M29927) ornithine aminotransferase [Homo 
sapiens] >gi_4557809_ref_NP_000265 . l_pOAT_ ornithine 
aminotransferase precursor 

52089 

uC-gmronoir006a02bl 

BLASTX 

g2462925 

487 

2.0e-49 

108 

86 

(AJ000053) GTP cyclohydrolase II / 

3, 4-dihydroxy-2-butanone-4-phoshate synthase [Arabidopsis 
thaliana] 

52090 

uC-gmronoir006a07bl 

BLASTX 

gl730738 

141 

1.0e-08 

86 

31 

ACT IN- LIKE PROTEIN ARP5 >gi__2 13304 4_pir S58718 probable 

nuclear protein YNL059c - yeast (Saccharomyces cerevisiae) 
>gi_994827 (U12141) Ynl2430p [Saccharomyces cerevisiae] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1301932_emb_CAA95933_ (Z71335) ORF YNL059c 
[Saccharomyces cerevisiae] 

52091 

uC-gmronoir006f08bl 

BLASTX 

g3056594 

180 

3.0e-13 

60 

55 

(AC004255) T1F9.15 [Arabidopsis thaliana] 
52092 

uC-gmronoir006g05bl 

BLASTX 

g4263795 

219 

6.0e-18 

48 
79 

(AC006068) putative glucosyltransf erase [Arabidopsis 
thaliana] 

52093 

uC-gmronoir006h08bl 

BLASTN 

gl70065 

348 

0.0e+00 

396 

14 

Soybean (G.max) proline-rich cell wall protein (SbPRP2) 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



52094 

uC-gmronoir007a04bl 

BLASTX 

g2804278 

280 

7.0e-25 

95 

75 

(AB003516) squalene epoxidase 



[Panax ginseng] 



52095 

uC-gmronoir008bl0bl 

BLASTX 

g479413 

260 

9.0e-23 

87 

62 

myosin-like protein - Arabidopsis thaliana 
52096 

uC-gmronoir008e09bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g2190016 

263 

6.0e-23 

109 

44 

(AB004269) 



alliinase [Allium tuberosum] 



52097 

uC-gmronoir009a05bl 

BLASTX 

g4006835 

289 

5.0e-26 

131 

9 

(AC005970) hypothetical protein [Arabidopsis thaliana] 
52098 

uC-gmronoir009c03bl 

BLASTX 

g4033469 

157 

2.0e-10 

34 

79 

ARGININE/ SERINE-RICH SPLICING FACTOR RSP41 
>gi_1707370_emb_CAA67799_ (X99436) splicing factor 
[Arabidopsis thaliana] 

52099 

uC-gmronoir009f06bl 

BLASTN 

gl8737 

307 

1.0e-172 

347 

11 

Glycine max RPRP3 gene for repetitive proline-rich prote 
52100 

uC-gmronoir009h07bl 

BLASTN 

g515758 

145 

9.0e-76 

277 

88 

Vitis vinifera (clone pGMEl) malate dehydrogenase mRNA, 
complete cds 

52101 

uC-gmronoir010fl2bl 

BLASTN 

gl666233 

59 

1.0e-24 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171 
84 

Pisum sativum actin (PEAcl4) mRNA, complete cds 
>gi_1724142_gb_U81O49_PSU81049 Pisum sativum actin 
mRNA, complete cds 



(PEAcl4) 



52102 

uC-gmronoir012b07bl 

BLASTX 

gl22068 

668 

2.0e-70 

135 

99 

HI STONE H3 (H3.2) >gi_8 6308_pir _JS0690 histones H3.II and 
H3.III - chicken >gi_102611_pir_S11315 histone H3 - 

polychaete (Platynereis dumerilii) >gi_103050__pir S09655 

histone H3 - fruit fly (Drosophila hydei) 

>gi_109978__pir JH0304 histone H3.2 - mouse 

>gi 1078925 pir A56618 histone H3 - spoonworm (Urechis 

caupo) >gi_1085856_pir A56654 histone H3 - Tigriopus 

californicus >gi_2119005_pir A56580 histone H3 - midge 

(Chironomus thummi thummi) >gi_2119019_pir 1504 60 H3 

histone - muscovy duck >gi_2119020_pir 151448 histone H3 - 

African clawed frog >gi_2119021__pir 149397 histone H3.2 

protein - shrew mouse >gi__2144743_pir HSCH3 histone H3 - 

chicken >giJ7083_emb_CAA39771_ (X56335) histone H3 

[Chironomus thummi] >gi_7433_eirib_CAA36805_ (X52576) histone 
H3 [Drosophila hydei] >gi_7439_emb_CAA34919_ (X17072) 
histone H3 [Drosophila hydei] >gi_9821_emb_CAA37417_ 

(X53330) H3 protein (AA 1 - 136) [Platynereis dumerilii] 
>gi_10615_emb_CAA36638_ (X52393) histone H3 [Tigriopus 
californicus] >gi_10863__emb_CAA41696_ (X58895) H3 histone 

[Urechis caupo] >gi_51319_emb_CAA25840__ (X01685) histone H3 

(H3.2) (aa 1-136) [Mus musculus] >gi_62734_emb_CAA32855_ 

(X14732) H3 histone (AA 1-136) [Cairina moschata] 
>gi_62735_emb_CAA32856_ (X14732) H3 histone (AA 1-136) 

[Cairina moschata] >gi_634 74_emb_CAA26138_ (X02218) H3 (aa 
1-136) [Gallus gallus] >gi_63482_emb_CAA44180_ (X62291) 
histone H3-IV [Gallus gallus] >gi_634 84_emb_CAA44181_ 

(X62292) histone H3-V [Gallus gallus] 

>gi_64326_emb_CAA25529_ (X01064) histone H3 [Oncorhynchus 
mykiss] >gi_64772_emb_CAA26813_ (X03017) H3 (aa 1-136) 

[Xenopus laevis] >gi_64778_emb_CAA2 6818_ (X03018) histone 
H3 (aa 1-136) [Xenopus laevis] >gi_64781_emb_CAA268 90_ 

(X03104) H3 (aa 1-135) [Xenopus laevis] >gi_161895 (M84797) 
histone H3 [Tigriopus californicus] >gi__211857 (M61154) 
histone H3 [Gallus gallus] >gi_214279 (M21286) histone H3 

[Xenopus laevis] >gi_297563_emb_CAA51324_ (X72803) histone 
H3 [Chironomus thummi] >gi_387183 (M33989) histone H3 . 2 

[Mus musculus] >gi_387195 (M32459) histone H3 [Mus 
musculus] >gi_387197 (M32461) histone H3 [Mus musculus] 
>gi_455387 (M21287) histone H3 [Xenopus laevis] 
>gi_515836_emb_CAA56577_ (X80328) histone H3 protein [Mus 
musculus] >gi_516331_emb_CAA56573__ (X80326) histone H3.2 
protein [Mus pahari] >gi_1458128 (U62669) histone H3.2-F 

[Mus musculus] >gi_1458134 (U62671) histone H3.2-B [Mus 
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musculus] >gi_1458144 (U62674) histone H3. 2-615 [Mus 
musculus] >gi_1458146 (U62675) histone H3. 2-616 [Mus 
musculus] >gi_1493815 (U37577) histone H3-VI [Galius 
gallus] >gi_1493817 (U37578) histone H3-VII [Gallus galius] 
>gi_1493819 (U37579) histone H3-VIII [Gallus gallus] 
>gi_2564107 (AF007904) histone H3 [Chaetopterus 
variopedatus] 



Seq. No. 52103 

Seq. ID uC-gmronoir013c01bl 

Method BLASTX 

NCBI GI g2245394 

BLAST score 330 

E value 1.0e-34 

Match length 110 

% identity 70 

NCBI Description (U89771) ARFl-binding protein [Arabidopsis thaliana] 

Seq. No. 52104 

Seq. ID uC-gmronoir014d05bl 

Method BLASTX 

NCBI GI gl072233 

BLAST score 226 

E value 2.0e-18 

Match length 72 

% identity 56 

NCBI Description (U40951) Similar to Adenosine A3 receptor. [Caenorhabditis 
elegans] 

Seq. No. 52105 

Seq. ID uC-gmronoir014f llbl 

Method BLASTX 

NCBI GI g3643608 

BLAST score 196 

E value 4.0e-15 

Match length 108 

% identity 45 

NCBI Description (AC005395) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 52106 

Seq. ID uC-gmronoir015e04bl 

Method BLASTX 

NCBI GI gl710557 

BLAST score 569 

E value 9.0e-59 

Match length 130 

% identity 82 



NCBI Description 60S RIBOSOMAL PROTEIN L3 >gi__1181129_emb__CAA93269_ (Z69337) 
ribosomal protein L3 [Caenorhabditis elegans] 
>gi_1181131_emb_CAA93268__ (Z69336) ribosomal protein L3 
[Caenorhabditis elegans] >gi_3874745_emb_CAA91277_ (Z66495) 
similar to 60S ribosomal protein L3; cDNA EST EMBL.-M75754 
comes from this gene; cDNA EST EMBL:M88798 comes from this 
gene; cDNA EST EMBL:M88842 comes from this gene; cDNA EST 
EMBL:M88845 comes from this gene; cDNA EST ... 
>gi_3875827_emb_CAA90183_ (Z49936) similar to 60S ribosomal 
protein L3; cDNA EST EMBL:M75754 comes from this gene; cDNA 
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EST EMBL:M887 98 comes from this gene; cDNA EST EMBL : M8 8 8 4 2 
comes from this gene; cDNA EST EMBL:M88845 comes from this 
gene; cDNA EST 



Seq. No. 52107 

Seq. ID uC-gmronoir016bQ4bl 

Method BLASTX 

NCBI GI g2924781 

BLAST score 138 

E value 8.0e-09 

Match length 41 

% identity 63 

NCBI Description (AC002334) putative cellulose synthase [Arabidopsis 
thaliana] 

Seq. No. 52108 

Seq. ID uC-gmronoir018al2bl 

Method BLASTX 

NCBI GI g3785977 

BLAST score 575 

E value 2.0e-59 

Match length 132 

% identity 81 

NCBI Description (AC005560) putative growth regulator protein [Arabidopsis 
thaliana] 

Seq. No. 52109 

Seq. ID uC-gmronoir019a05bl 

Method BLASTX 

NCBI GI g2369766 

BLAST score 186 

E value 5.0e-14 

Match length 76 

% identity 51 

NCBI Description (AJ001304) hypothetical protein [Citrus x paradisi] 

Seq. No. 52110 

Seq. ID uC-gmronoir019e08bl 

Method BLASTX 

NCBI GI gl491939 

BLAST score 182 

E value 2.0e-13 

Match length 89 

% identity 42 

NCBI Description (U58314) S-linalool synthase [Clarkia breweri] 

Seq. No. 52111 

Seq. ID uC-gmronoir020al0bl 

Method BLASTX 

NCBI GI g4006893 

BLAST score 286 

E value 1.0e-25 

Match length 109 

% identity 56 

NCBI Description (Z99708) aminopeptidase-like protein [Arabidopsis thaliana] 

Seq. No. 52112 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmr ono ir022a03bl 

BLASTX 

g282404 

146 

8.0e-10 

55 

56 

GMP synthetase - Bacillus subtilis 
52113 

uC-gmronoir023allbl 

BLASTN 

g4097879 

39 

4.0e-13 

71 
89 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52114 

uC-gmronoir023f02bl 

BLASTX 

gl946371 

248 

2.0e-21 

94 

55 

(U93215) regulatory protein Viviparous-1 isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52115 

uC-gmronoir023f03bl 

BLASTX 

g393707 

317 

2.0e-29 

82 
79 

(X67696) acetyl-CoA 



acyltransf erase [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



52116 

uC-gmronoir023f 07bl 

BLASTX 

g2245131 

155 

3.0e-10 

75 

52 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
52117 

uC-gmronoir024b06bl 

BLASTN 

g!435059 

127 

3.0e-65 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



II 

194 
95 

Soybean mRNA for cytochrome P450 (CYP93A1 ) , complete cds 
52118 

uC-gmronoir024d07bl 

BLASTX 

g4530126 

153 

4.0e-10 

70 
47 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 

52119 

uC-gmronoir024e02bl 

BLASTX 

g4512685 

214 

3.0e-17 

52 
65 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 

52120 

uC-gmronoir024e0 9bl 

BLASTX 

g729775 

206 

2.0e-16 

79 
52 

HEAT SHOCK FACTOR PROTEIN HSF8 (HEAT SHOCK TRANSCRIPTION 
FACTOR 8) (HSTF 8) (HEAT STRESS TRANSCRIPTION FACTOR) 

>gi_1002 64__pir S25481 heat shock transcription factor 8 - 

Peruvian tomato >gi__194 92_emb_CAA47869_ (X67600) heat shock 
transcription factor 8 [Lycopersicon peruvianum] 

52121 

uC-gmronoir025allbl 

BLASTX 

g4406759 

166 

1.0e-ll 

67 
49 

(AC006836) hypothetical protein [Arabidopsis thaliana] 
52122 

uC-gmronoir025e02bl 

BLASTX 

gl049350 

456 

1.0e-45 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



126 
67 

(U39645) similar to the small heat shock protein (HSP20 ) 
family [Caenorhabditis elegans] 

52123 

uC-gmronoir027c08bl 

BLASTN 

gl69952 

123 

4.0e-63 

167 

93 

Glycine max ferritin mRNA, complete cds 
52124 

uC-gmronoir02 9b03bl 

BLASTX 

gl628622 

168 

8.0e-12 

83 

42 

(U72631) flavonol synthase [Arabidopsis thaliana] 
>gi_1805305 (U84258) flavonol synthase [Arabidopsis 
thaliana] >gi_1805307 (U84259) flavonol synthase 
[Arabidopsis thaliana] >gi_1805309 (U84260) flavonol 
synthase [Arabidopsis thaliana] 

52125 

uC-gmronoir029e03bl 

BLASTN 

g2062691 

35 

3.0e-10 

35 

100 

Human sodium phosphate transporter (NPT4) mRNA, complete 
cds 

52126 

uC-gmronoir029g04bl 

BLASTN 

gl370199 

42 

5.0e-15 

82 
88 

L.japonicus mRNA for small GTP-binding protein, RAC1 
52127 

uC-gmronoir030a04bl 

BLASTX 

g3122288 

635 

1.0e-66 
137 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



34 

IMPORTIN ALPHA- 1 SUBUNIT {KARYOPHERIN ALPHA- 1 SUBUNIT) 
ALPHA) >gi_1568635 (U69533) AtKAP alpha [Arabidopsis 
thaliana] 



(KAP 



52128 

uC-gmronoir030c05bl 

BLASTX 

g3152595 

385 

3.0e-37 

99 

71 

(AC002986) Similar to D. melanogaster sno gene gb_U95760. 
EST gb_N97148 and gb_Z26221 come from this gene. 
[Arabidopsis thaliana] 

52129 

uC-gmronoir030cllbl 

BLASTX 

g2191168 

175 

1.0e-12 

76 
49 

{AF007270) contains similarity to myosin heavy chain 
[Arabidopsis thaliana] 

52130 

uC-gmronoir030el0bl 

BLASTX 

glll8007 

350 

3.0e-33 

88 

83 

(U40858) serine/threonine kinase [Caenorhabditis elegans] 
52131 

uC-gmronoir031d09bl 

BLASTX 

g3776567 

267 

2.0e-23 

130 
41 

(AC005388) Strong similarity to F21B7.33 gi_2809264 from A. 
thaliana BAC gb_AC002560. EST gb_N65119 comes from this 
gene. [Arabidopsis thaliana] 

52132 

uC-gmronoir033d09bl 

BLASTN 

g257815 

85 

1.0e-40 
93 



8558 



% identity 98 

NCBI Description chalcone synthase [soybeans, mRNA, 1119 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



52133 

uC-gmronoir034d03bl 

BLASTX 

g2529677 

719 

3.0e-76 

158 

89 

(AC002535) kinesin-like protein, heavy chain [Arabidopsis 
thaliana] 

52134 

uC-gmronoir035d05bl 

BLASTX 

g2498343 

430 

2.0e-42 

123 

67 

PROBABLE ELECTRON TRANSFER FLAVOPROTEIN-UBIQUINONE 
OXIDOREDUCTASE PRECURSOR (ETF-QO) ( ETF-UBIQUINONE 
OXIDOREDUCTASE) (ETF DEHYDROGENASE) 
(ELECTRON-TRANSFERRING- FLAVOPROTEIN DEHYDROGENASE) 
>gi_1216303 (U00048) similar to E. coli YAAS gene and 
nitrogen fixation protein FIXC [Caenorhabditis elegans] 

52135 

uC-gmronoir036c09bl 

BLASTX 

g3150407 

278 

1.0e-24 

107 
54 

(AC004165) hypothetical protein [Arabidopsis thaliana] 
52136 

uC-gmronoir038d04bl 

BLASTX 

g3876548 

452 

5.0e-45 

148 

64 

(Z81072) predicted using Genefinder; Similarity to Human 
erythrocyte band 7 integral membrane protein 
(SW:BAN7_HUMAN) [Caenorhabditis elegans] 

52137 

uC-gmronoir038h06bl 

BLASTX 

g4097880 

172 

2.0e-12 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



111 
47 

70 

(U70866) polyprotein [Bean pod mottle virus] 
52138 

uC-gmronoir039d02bl 

BLASTX 

g4455155 

324 

4.0e-30 

129 

67 

(AL022023) EF-1 alpha - like protein (fragment) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52139 

uC-gmronoir039f03bl 

BLASTX 

g4249410 

236 

8.0e-20 

84 

57 

(AC006072) unknown protein [Arabidopsis thaliana] 
52140 

uC-gmronoir040g05bl 

BLASTN 

g408791 

113 

1.0e-56 

207 

96 

Glycine soja chloroplast omega-3 fatty acid desaturase 
(Fadd) mRNA, complete cds 

52141 

uC-gmronoir041f02bl 

BLASTX 

g4206194 

309 

8.0e-29 

75 

76 

(AF071527) GH3-like protein [Arabidopsis thaliana] 
>gi_4262168_gb_AAD144 68_ (AC005275) putative GH3-like 
protein [Arabidopsis thaliana] 

52142 

uC-gmronoir041h05bl 

BLASTX 

gl432058 

214 

3.0e-17 

106 
58 

(U58540) WRKY2 [Petroselinum crispum] 



8560 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52143 

uC-gmronoir042f 06bl 

BLASTX 

g2462265 

418 

6.0e-41 

146 
54 

(Y12793) patatin-like protein [Cucumis sativus] 
52144 

uC-gmronoir042h06bl 

BLASTX 

g3914359 

123 

3.0e-16 

88 
59 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
( PHOS PHAT I DYLCHOL I NE-H YDROLYZ ING PHOSPHOLIPASE D) 
>gi_1928979 (U92656) phospholipase D [Vigna unguiculata] 

52145 

uC-gmronoir043a05bl 

BLASTX 

g3096947 

301 

2.0e-27 

127 

42 

(Y16327) putative cyclic nucleo tide-regulated ion channel 
[Arabidopsis thaliana] 

52146 

uC-gmronoir043b01bl 

BLASTX 

g2894612 

201 

3.0e-16 

69 

57 

(AL021889) putative protein [Arabidopsis thaliana] 
52147 

uC-gmronoir043dl2bl 

BLASTX 

g2501735 

305 

6.0e-28 

67 

75 

HYPOTHETICAL 24.9 KD PROTEIN C16C10.7 IN CHROMOSOME III 
>gi_3874 385_emb_CAA86745_ (Z46787) similar to Zinc finger, 
C3HC4 type (RING finger); cDNA EST yk237a6.3 comes from 
this gene; cDNA EST yk237a6.5 comes from this gene; cDNA 
EST yk390f8.3 comes from this gene; cDNA EST yk390f8.5 



8561 



comes from this gene [Caen 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52148 

uC-gmronoir 0 4 3e0 9b 1 

BLASTX 

g3377851 

223 

1.0e-18 

88 

56 

(AF076274) contains similarity to ATPases associated with 
various cellular activities (Pfam: AAA.hmm, score: 155.05) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52149 

uC-gmronoir044ellbl 

BLASTN 

g887570 

166 

2.0e-88 

290 
89 

P. sativum mRNA for starch synthase (2035 bp) 
52150 

uC-gmronoir04 4g0 9bl 

BLASTX 

g2828293 

178 

3.0e-13 

72 

53 

(AL021687) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52151 

uC-gmronoir045cl0bl 

BLASTX 

g2104422 

143 

5.0e-09 

89 

30 

(Z95395) putative membrane transport protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52152 

uC-gmronoir04 6al2bl 

BLASTX 

g3947733 

207 

1.0e-16 

83 

49 

(AJ009719) NL25 [Solanum tuberosum] 



Seq. No. 
Seq. ID 



52153 

uC-gmronoir04 6b05bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4104931 

663 

8.0e-70 

129 

93 

(AF042196) 



auxin response factor 8 [Arabidopsis thaliana] 



52154 

uC-gmronoir046h03bl 

BLASTX 

g4204912 

463 

2.0e-46 

130 

69 

(U58918) MEK kinase [Arabidopsis thaliana] 
52155 

uC-gmronoir047cllbl 

BLASTX 

gl086263 

252 

7.0e-22 

97 

53 

TMV resistance protein N - tobacco (Nicotiana glutinosa) 
>gi__558887 (U15605) N [Nicotiana glutinosa] 



52156 

uC-gmronoir04 8g02bl 

BLASTN 

g347454 

153 

2.0e-80 

299 

54 

Soybean hydroxyproline-rich glycoprotein 
end 



(sbHRGP2) mRNA, 3' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



52157 

uC-gmronoir048h08bl 

BLASTN 

g938299 

86 

8.0e-41 

238 

85 

V.ungiculata mRNA for unknown protein (A3 gene) 
52158 

uC-gmronoir04 9a01bl 

BLASTX 

g3461814 

229 

2.0e-19 
52 



8563 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

(AC004138) hypothetical protein [Arabidopsis thaliana] 
52159 

uC-gmronoir 0 5 ObO 9bl 

BLASTN 

gl8703 

38 

6.0e-12 

86 
86 

G.max mRNA for nodulin 
52160 

uC-gmronoir052h03bl 

BLASTX 

g862499 

210 

6.0e-17 

74 

53 

(U29244) similar to human (TRE) transforming protein 
(PIR:S22157) [Caenorhabditis elegans] 

52161 

uC-gmronoir053hllbl 

BLASTX 

g3913981 

197 

2.0e-15 

76 

49 

PUTATIVE STEROID DEHYDROGENASE LET-767 >gi_726418 (U23177) 
similar to estradiol 17 beta-dehydrogenase 3 
(SP:DHB3 HUMAN, P37058) [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



52162 

uC-gmronoir055c01bl 

BLASTX 

g2842727 

389 

6.0e-38 

98 
82 

PROBABLE ISOCITRATE DEHYDROGENASE (NAD) , MITOCHONDRIAL 
SUBUNIT ALPHA PRECURSOR (ISOCITRIC DEHYDROGENASE) 
(NADH — SPECIFIC ICDH) >gi_387710 9__emb_CAB02111_ (Z79755) 
predicted using Genefinder; Similarity to Bovine isocitrate 
dehydrogenase (SW: IDH3_BOVIN) ; cDNA EST EMBL:Z14736 comes 
from this gene; cDNA EST EMBL:M75988 comes from this gene; 
cDNA EST EMBL:D69472 comes from this gene 

52163 

uC-gmronoir055c06bl 

BLASTX 

gl514643 

523 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2.0e-53 

121 

47 

(Z70524) 



PDR5-like ABC transporter [Spirodela polyrrhiza] 



52164 

uC-gmronoir05 5 f 05b 1 

BLASTN 

g408791 

133 

7.0e-69 

164 

96 

Glycine soja chloroplast omega- 3 fatty acid desaturase 
(Fadd) mRNA, complete cds 

52165 

uC-gmronoir056a09bl 

BLASTX 

gl00099 

147 

2.0e-10 

77 

58 

DNA-binding protein VBP1 - fava bean >gi_1372966 (M81827) 
CREB-like protein [Vicia faba] 

52166 

uC-gmronoir057c03bl 

BLASTX 

g3874497 

294 

1.0e-26 

100 

53 

(Z92826) predicted using Genefinder; cDNA EST EMBL:D75104 
comes from this gene; cDNA EST EMBL:T00707 comes from this 
gene; cDNA EST CEMSB73F comes from this gene 
[Caenorhabditis elegans] 

52167 

uC-gmronoir058al0bl 

BLASTX 

g2829926 

157 

2.0e-10 

61 

56 

(AC002291) Hypothetical protein [Arabidopsis thaliana] 
52168 

uC-gmronoir060al0bl 

BLASTX 

g4512698 

585 

8.0e-61 

118 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8 9 

(AC006569) 



hypothetical protein [Arabidopsis thaliana] 



52169 

uC-gmronoir060cl0bl 

BLASTN 

g3293200 

152 

6.0e-80 

326 

87 

Pisum sativum GTP-binding protein 
cds 



[IAP34) mRNA, complete 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52170 

uC-gmronoir 0 62bl2bl 

BLASTX 

g2739386 

208 

1.0e-16 

68 
57 

(AC002505) unknown protein [Arabidopsis thaliana] 
52171 

uC-gmronoir062d08bl 

BLASTX 

g4426611 

142 

1.0e-08 

113 
33 

(AF096897) pushover [Drosophila melanogaster] 
52172 

uC-gmronoir063f 07bl 

BLASTX 

g2642165 

179 

3.0e-13 

92 
39 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
52173 

uC-gmronoir063f llbl 

BLASTX 

g2500404 

436 

3.0e-43 

106 

81 

PROBABLE 40S RIBOSOMAL PROTEIN S9 >gi_387 694 4_emb_CAA932 62_ 
(Z69302) predicted using Genefinder; Similarity to Rat 4 OS 
ribosomal S9 ( SW : RS 9_RAT ) ; cDNA EST EMBL:D71695 comes from 
this gene; cDNA EST EMBL:D71722 comes from this gene; cDNA 
EST EMBL:D72327 comes from this gene; cDNA EST EMB 
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II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52174 

uC-gmronoir063g08bl 

BLASTX 

g3122301 

321 

9.0e-30 

121 
50 

CALCIUM/ CALMODULIN- DEPENDENT PROTEIN KINASE TYPE I (CAM 

KINASE I) >gi_1362763_pir S57347 cam kinase I - human 

>giJ790790 (L41816) cam kinase I [Homo sapiens] 
>gi_4 50255 3_r e f _NP_0 03647. l_pCAMKl_ 
calcium/calmodulin-dependent protein kinase I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52175 

uC-gmronoir063gl0bl 

BLASTN 

g!173641 

364 

0.0e+00 

415 

97 

Glycine max lipoxygenase 



(lox7) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52176 

uC-gmronoir063h01bl 

BLASTX 

g4097880 

247 

1.0e-21 

58 

81 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52177 

uC-gmronoirO 63hllbl 

BLASTN 

gl8764 

150 

6.0e-79 

250 

90 

G.max tefSl gene for elongation factor EF-la 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52178 

uC-gmronoir064b04bl 

BLASTX 

g!915974 

356 

6.0e-34 

84 

87 

(U62329) 
(U64818) 



fructokinase 
f ructokinase 



[Lycopersicon esculentum] >gi_2102693 
[Lycopersicon esculentum] 



Seq. No. 



52179 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmronoir064b05bl 

BLASTX 

g4432841 

353 

2.0e-33 

95 

71 

(AC006283) hypothetical protein 



[Arabidopsis thaliana] 



52180 

uC-gmronoirO 65f lObl 

BLASTX 

g3695393 

301 

2.0e-27 

124 

51 

(AFO 96371) contains similarity to retroviral aspartyl 
proteases (Pfam: rvp.hmm, score: 11.80) [Arabidopsis 
thaliana] 

52181 

uC-gmronoir065h07bl 

BLASTN 

g3452136 

66 

6.0e-29 

98 

92 

Glycine max mRNA for glucose- 6-phosphate-dehydrogenase, 
partial 

52182 

uC-gmronoir 0 65h0 9b 1 

BLASTX 

g3176723 

269 

6.0e-24 

92 

54 

(AC002392) putative protein kinase [Arabidopsis thaliana] 
52183 

uC-gmronoir068a03bl 

BLASTN 

gl778369 

103 

4.0e-51 

175 

90 

Glycine max asparagine synthetase 2 (AS2) mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



52184 

uC-gmronoir068al2bl 

BLASTN 

g4115338 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



106 

1.0e-52 

298 

31 

Pisum sativum (Alaska) ubuquitin (PUB4) gene, complete cds 
52185 

uC-gmronoir068f07bl 

BLASTX 

gl931640 

284 

1.0e-25 

85 
59 

(U95973) Serine carboxypeptidase isolog [Arabidopsis 
thaliana] 

52186 

uC-gmronoir07 lb03bl 

BLASTX 

g2244834 

150 

1.0e-09 

99 

39 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
52187 

uC-gmronoir071h04bl 

BLASTX 

g2443810 

535 

6.0e-55 

114 

89 

(AF020432) eukaryotic translation initiation factor 
XeIF-4AIII [Xenopus laevis] 

52188 

uC-gmronoir073c01bl 

BLASTX 

g2160173 

318 

3.0e-29 

165 

5 

(AC000132) Similar to N. tabacum salt-inducible protein 
(gb_U08285) . [Arabidopsis thaliana] 

52189 

uC-gmronoir073g08bl 

BLASTX 

g4325344 

508 

2.0e-51 

126 
76 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



(AF128393) similar to beta-transducins (Pfam: PF00400, 
Scored 1.7, E=1.5e-17, N=6) [Arabidopsis thaliana] 



52190 

uC-gmronoir073h01bl 

BLASTN 

g2062691 

33 

5.0e-09 

48 
43 

Human sodium phosphate transporter 
cds 



(NPT4) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52191 

uC-gmronoir076b02bl 

BLASTX 

g3881593 

249 

3.0e-21 

132 

39 

(Z99288) ZK262.3 [Caenorhabditis elegans] 
52192 

uC-gmropic0001a09al 

BLASTN 

g3290021 

48 

7.0e-18 

104 

87 

Solanum tuberosum cysteine synthase mRNA, nuclear gene 
encoding plastid protein, complete cds 

52193 

uC-gmropic0001c06al 

BLASTN 

g2463568 

216 

1.0e-118 

234 

99 

Glycine max mRNA for squalene synthase, complete cds 
52194 

uC-gmropic0001c07al 

BLASTN 

gl336081 

94 

2.0e-45 

198 
87 

Glycine max var. Century ascorbate peroxidase 2 (APx2) 
mRNA, complete cds 



Seq. No. 



52195 



8570 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmropic0001c08bl 

BLASTX 

g2494130 

275 

2.0e-24 

91 
68 

(AC002376) Contains similarity to Glycine SRC2 
(gb_AB000130) . [Arabidopsis thaliana] 

52196 

uC-gmropic0001e07bl 

BLASTN 

g2970653 

105 

5.0e-52 

146 

97 

Vigna unguiculata ferritin subunit cowpea2 precursor, mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

52197 

uC-gmropic004c03bl 

BLASTX 

g2444180 

469 

4.0e-47 

118 
72 

(U94785) unconventional myosin [Helianthus annuus] 
52198 

uC-gmropic004d06bl 

BLASTX 

g2149640 

139 

6.0e-09 

32 

84 

(U91995) Argonaute protein [Arabidopsis thaliana] 
52199 

uC-gmropic004d09bl 

BLASTX 

g4415921 

173 

6.0e-13 

44 
70 

(AC006282) 
thaliana] 



putative glucosyl transferase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



52200 

uC-gmropic004hllbl 

BLASTX 

g543905 

27 6 



8571 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



8.0e-25 

57 
81 

BRASS INOSTERO ID-REGULATED PROTEIN BRU1 >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 

52201 

uC-ginropic005b05bl 

BLASTN 

g758249 

142 

5.0e-74 

205 

97 

P. vulgaris mRNA for plasma membrane H+ ATPase 
52202 

uC-gmropic005c08bl 

BLASTX 

g4204290 

291 

2.0e-45 

131 

68 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

52203 

uC-gmropic005d08bl 

BLASTN 

g303900 

236 

1.0e-130 

337 

30 

Soybean gene for ubiquitin, complete cds 
52204 

uC-gmropic005h08bl 

BLASTX 

g3876865 

145 

4.0e-09 

80 

35 

(Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk359h8.5 comes from this gene; cDNA EST 
yk374fll.5 comes from this gene; cDNA EST yk359h8.3 co 

52205 

uC-gmropic005h09bl 

BLASTX 

g4102600 

357 

3.0e-34 
81 



8572 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

(AF013467) ARF6 [Arabidopsis thaliana] 
52206 

uC-gmropic006dllbl 

BLASTN 

g467551 

244 

1.0e-135 

418 

96 

Soybean mRNA for phosphoenolpyruvate carboxylase 
52207 

uC-gmropic006e08bl 

BLASTX 

g3135251 

157 

1.0e-10 

43 
63 

(AC003058 
thaliana] 



putative receptor protein kinase [Arabidopsis 
>gi_3176719 (AC002392) putative protein kinase 



[Arabidopsis thaliana] 
52208 

uC-gmropic006f08bl 

BLASTX 

g2760830 

181 

1.0e-13 

38 
89 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

52209 

uC-gmropic007a05bl 

BLASTN 

gl8764 

260 

1.0e-144 

344 

94 

G.max tefSl gene for elongation factor EF-la 
52210 

uC-gmropic007c01bl 

BLASTX 

g2980770 

509 

8.0e-52 

123 

77 

(AL022198) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 



52211 



8573 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



uC-gmropic007c05bl 

BLASTN 

gl675195 

41 

8.0e-14 

45 
98 

Pisum sativum (clone PsRCI22-3) 
complete cds 



callus protein P23 mRNA, 



52212 

uC-gmropic007c06bl 

BLASTN 

g4039114 

50 

2.0e-19 

141 

88 

Glycine max alcohol-dehydrogenase 



(Adh-2) gene, partial cds 



52213 

uC-gmropicO 07g0 6bl 

BLASTN 

g2315210 

48 

2.0e-18 

124 

85 

Lycopersicon esculentum mRNA for proteasome, 



alpha subunit 



52214 

uC-gmropic008a09bl 

BLASTX 

g3805764 

211 

7.0e-17 

132 

38 

(AC005693) hypothetical protein [Arabidopsis thaliana] 
52215 

uC-gmropic008c06bl 

BLASTN 

g2920665 

216 

1.0e-118 

311 

99 

Glycine max 2,4-D inducible glutathione S-transf erase 
(GSTa) mRNA, complete cds 

52216 

uC-gmropic008f02bl 

BLASTX 

gl086263 

119 

3.0e-10 



8574 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



124 
36 

TMV resistance protein N - tobacco (Nicotiana glutinosa) 
>gi_558887 (U15605) N [Nicotiana glutinosa] 

52217 

uC-gmropic008g07bl 

BLASTX 

g3183088 

260 

1.0e-22 

68 
66 

PROBABLE NONSPECIFIC 
(LTP) >gi_629658_pir 

cowpea >gi_4 99034_emb_CAA56113_ (X79604) 
like protein [Vigna unguiculata] 



LIPID-TRANS FER PROTEIN AKCS9 PRECURSOR 
__S47084 lipid transfer like protein - 

lipid transfer 



52218 

uC-gmropic009b01bl 

BLASTX 

g2935342 

148 

2.0e-09 

85 

33 

(AF044216) steroid 22-alpha-hydroxylase; DWF4; CYP90B1 
[Arabidopsis thaliana] 

52219 

uC-gmr opicO 0 9b0 9bl 

BLASTX 

gl946361 

249 

3.0e-21 

60 

67 

(U93215) C3HC4 zinc finger protein isolog [Arabidopsis 
thaliana] 

52220 

uC-gmropic009c02bl 

BLASTX 

g2827643 

173 

6.0e-13 

48 

71 

(AL021636) predicted protein [Arabidopsis thaliana] 
>gi_3549641_emb_CAA06432_ (AJ005195) receiver-like protein 
4 [Arabidopsis thaliana] 

52221 

uC-gmropic009c08bl 

BLASTX 

g3033389 

211 



8575 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-17 

139 
11 

(AC004238) Cf-2.1-like protein [Arabidopsis thaliana] 
52222 

uC-gmropic009g01bl 

BLASTX 

g4314356 

261 

7.0e-23 

97 

47 

(AC006340) putative anthocyanidin-3-glucoside 
rhamnosyltransf erase [Arabidopsis thaliana] 

52223 

uC-gmropic009g05bl 

BLASTX 

g3033377 

262 

8.0e-23 

111 

50 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 

52224 

uC-gmropic010b03bl 

BLASTX 

g3201615 

289 

6.0e-26 

142 

47 

(AC004669) unknown protein [Arabidopsis thaliana] 
52225 

uC-gmropic010d05bl 

BLASTN 

gl006804 

132 

5.0e-68 

228 

91 

Vigna radiata 1-aminocyclopropane-l-carboxylic acid 
synthase (VRACS6) mRNA, complete cds 

52226 

uC-gmropicOlOglObl 

BLASTN 

gl405560 

37 

2.0e-ll 

77 

87 

F.sylvatica mRNA for GTP1 protein 



8576 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52227 

uC-gmropic011a05bl 

BLASTX 

g3785974 

276 

2.0e-24 

133 

66 

(AC005560) putative DNA recombinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52228 

uC-gmropic011d02bl 

BLASTX 

g4510376 

415 

8.0e-41 

106 
73 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52229 

uC-gmropic011d05bl 

BLASTX 

g4455296 

181 

1.0e-13 

93 

49 

(AL035528) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52230 

uC-gmropicOlleOlbl 

BLASTX 

gl518540 

144 

1.0e-09 

41 

71 

(U53418) UDP-glucose dehydrogenase 



[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52231 

uC-gmropic012a01bl 

BLASTX 

g2245060 

239 

4.0e-20 

73 
63 

(Z97342) allergen homolog [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



52232 

uC-gmropic012a02bl 

BLASTX 

g2505870 

237 

8.0e-20 



8577 



II 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 
74 

(Y12227) hypothetical protein [Arabidopsis thaliana] 
52233 

uC-gmropic012a05bl 

BLASTN 

gl917018 

36 

8.0e-ll 

68 

88 

Zea mays ribosomal protein S6 RPS6-1 (rps6-l) mRNA, 
complete cds 

52234 

uC-gmropic012b04bl 

BLASTX 

g3184098 

169 

2.0e-12 

50 

60 

(AL023777) 
pombe] 



coenzyme a synthetase [Schizosaccharomyces 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52235 

uC-gmropic012g!0bl 

BLASTX 

g3859696 

123 

7.0e-10 

93 

39 

(AL033497) unknown hypothetical protein [Candida albicans] 
52236 

uC-gmropic012h08bl 

BLASTN 

g4324966 

198 

1.0e-107 

198 

100 

Glycine max ADP-ribosylation factor mRNA, partial cds 
52237 

uC-gmropic013bl0bl 

BLASTX 

g3033389 

159 

4.0e-ll 

73 

8 

(AC004238) Cf-2.1-like protein [Arabidopsis thaliana] 



Seq. No. 



52238 



8578 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmropic013e04bl 

BLASTX 

g2947059 

254 

6.0e-22 

55 

82 

(AC002521) similar to myb transforming protein [Arabidopsis 
thaliana] 

52239 

uC-gmropic014b05bl 

BLASTX 

g3702331 

138 

7.0e-09 

65 

42 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
52240 

uC-gmropic014h07bl 

BLASTX 

g4454039 

457 

8.0e-46 

111 

81 

(AL035394) putative Na+/H+-exchanging protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



52241 

uC-gmropic015e01bl 

BLASTX 

g2443280 

144 

1.0e-09 

68 

44 

(AB001432) motor domain of KIF15 



52242 

uCrgmropic015g02bl 

BLASTN 

gl262165 

278 

1.0e-155 

366 

96 

Soybean nitrate reductase 
52243 

uC-gmropic016d01bl 

BLASTX 

g3717965 

152 

3.0e-10 



[Mus mus cuius] 



(INR1) mRNA, complete cds 



8579 



Match length 

% identity 

NCBI Description 



87 
38 

(AL031640) l-evidence=predicted by content; 

1- method=genef inder; 084; l-evidence__end; 

2- evidence=predicted by match; 
2-match_accession=SPTREMBL:06087 8; 

2-match_description^DIA-12C PROTEIN. ; 2-match_species=HOMO 
SAPIENS (HUMAN).; 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52244 

uC-gmropic016e08bl 

BLASTX 

g4079639 

254 

6.0e-22 

89 

56 

(AJ131635) beta-galactosidase [psychrophilic bacterium TAE 
79] 



Seq. No. 52245 

Seq. ID uC-gmropic016hl0bl 

Method BLASTX 

NCBI GI g3947733 

BLAST score 173 

E value 9.0e-13 

Match length 59 

% identity 56 

NCBI Description (AJ009719) NL25 [Solanum tuberosum] 

Seq. No. 52246 

Seq. ID uC-gmropic017c03bl 

Method BLASTX 

NCBI GI g2854158 

BLAST score 145 

E value 3.0e-09 

Match length 108 

% identity 30 

NCBI Description (AF045641) No definition line found [Caenorhabditis 
elegans] 

Seq. No. 52247 

Seq. ID uC-gmropic018a02bl 

Method BLASTX 

NCBI GI g3643603 

BLAST score 537 

E value 5.0e-55 

Match length 139 

% identity 73 

NCBI Description (AC005395) unknown protein [Arabidopsis thaliana} 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



52248 

uC-gmropic018b09bl 

BLASTN 

gl70065 

161 

1.0e-85 



8580 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



185 
18 

Soybean (G.max) proline-rich cell wall protein (SbPRP2) 
gene, complete cds 

52249 

uC-gmropicO 1 8d0 9bl 

BLASTX 

g282963 

158 

5.0e-ll 

76 
51 

transforming protein (myb) homolog (clone myb.Ph2} - garden 
petunia >gi_20561_emb_CAA78387_ (Z13997) protein 2 [Petunia 
x hybrida] 

52250 

uC-gmropicO 1 8h0 9bl 

BLASTN 

g2921511 

69 

1.0e-30 

69 
100 

Fritillaria agrestis GF14 protein 



(GRF) mRNA, complete cds 



52251 

uC-gmropic019bllbl 

BLASTX 

g2129597 

245 

7.0e-21 

52 
94 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098 960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



52252 

uC-gmropic019h03bl 

BLASTX 

g4558497 

207 

2.0e-16 

91 

43 

(AF121951) CAAX prenyl protein protease RCE1 
52253 

uC-gmropic020a07bl 

BLASTX 

g4371285 

502 

6.0e-51 
118 



[Homo sapiens] 



8581 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



79 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
52254 

uC-gmropic020b05bl 

BLASTN 

g20680 

90 

6.0e-43 

122 

93 

P. sativum mRNA of cDNA clone 2 6g 
52255 

uC-gmropic020d02bl 

BLASTX 

g4105772 

203 

4.0e-16 

43 
41 

(AF049917) PGP9B [Petunia x hybrida] 



52256 

uC-gmropic02 OdO 6bl 

BLASTX 

g2213598 

196 

3.0e-15 

111 
35 

(AC000348) T7N9.18 



[Arabidopsis thaliana] 



52257 

uC-gmr opi c 0 2 0 f 0 2b 1 

BLASTN 

g3982595 

136 

1.0e-70 

226 
90 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



52258 

uC-gmropic020f 04bl 

BLASTX 

g4572671 

403 

3.0e-39 

137 

55 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

52259 

uC-gmropic020gllbl 
BLASTX 



8582 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4467125 
462 

2.0e-46 

110 

77 

(AL035538) putative protein [Arabidopsis thaliana] 
52260 

uC-gmropic021b03bl 

BLASTX 

g2959767 

556 

3.0e-57 

161 

68 

(AJ002584 
(AC005309 



At MRP 4 [Arabidopsis thaliana] >gi__3738292 
glutathione-con jugate transporter At MRP 4 



[Arabidopsis thaliana] 
52261 

uC-gmropic021b09bl 

BLASTX 

gl25722 

228 

8.0e-19 

109 
53 

KUNITZ-TYPE TRYPSIN INHIBITOR KTI1 PRECURSOR 

>gi_81814_pir JQ1091 trypsin inhibitor KTil (Kunitz) - 

soybean >gi_256635_bbs_115028 (S45035) Kunitz trypsin 
inhibitor KTil [soybeans, Peptide, 203 aa] [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



52262 

uC-gmropic021f01bl 

BLASTN 

gl8764 

437 

0.0e+00 

441 

100 

G.max tefSl gene for elongation factor EF-la 
52263 

uC-gmropic021g07bl 

BLASTN 

g218276 

35 

4.0e-10 

51 

92 

Spinach mRNA for O-acetylserine (thiol) -lyase, 
52264 

uC-gmropic021g08bl 

BLASTX 

g4309731 

240 



complete cds 



8583 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-20 

142 
36 

(AC006439) hypothetical protein [Arabidopsis thaliana] 
52265 

uC-gmropic021h02bl 

BLASTX 

g3702343 

483 

7.0e-49 

116 

82 

(AC005397) putative homeotic gene regulator [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52266 

uC-gmropic022a01bl 

BLASTN 

gl431628 

221 

1.0e-121 

404 

91 

V.radiata mRNA for pectinacetylest erase 
52267 

uC-gmropic022a03bl 

BLASTN 

g!438878 

55 

4.0e-22 

108 

99 

Glycine max choline kinase GmCKlp mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52268 

uC-gmropic022a07bl 

BLASTX 

g!931655 

527 

5.0e-54 

113 

84 

(U95973) receptor-kinase isolog [Arabidopsis thaliana] 
52269 

uC-giaropic022cl0bl 

BLASTX 

g2317912 

470 

3.0e-47 

107 

78 

(U89959) cathepsin B-like cysteine proteinase [Arabidopsis 
thaliana] 



8584 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52270 

uC-gmropic022dllbl 

BLASTN 

g2970653 

115 

8.0e-58 

299 

84 

Vigna unguiculata ferritin subunit cowpea2 precursor, mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 52271 

Seq. ID uC-gmropic022el0bl 

Method BLASTX 

NCBI GI g2288985 

BLAST score 346 

E value 1.0e-32 

Match length 101 

% identity 61 

NCBI Description (AC002335) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 52272 

Seq. ID uC-gmropic022el2bl 

Method BLASTX 

NCBI GI gl29060 

BLAST score 27 9 

E value 8.0e-25 

Match length 130 

% identity 47 



NCBI Description DIHYDROLIPOAMIDE ACETYLTRANS FERASE COMPONENT OF PYRUVATE 
DEHYDROGENASE COMPLEX PRECURSOR (E2) (PDC-E2) 
>gi_82982_pir A30198 dihydrolipoamide S-acetyltransferase 

(EC 2.3.1.12) precursor - yeast (Saccharomyces cerevisiae) 
>gi_170972 (J04096) dihydrolipoamide acetyltransf erase 
precursor (EC 2.3.1.12) [Saccharomyces cerevisiae] 
>gi_791115_emb_CAA60189_ (X86470) dihydrolipoamide 
S-acetyltransferase [Saccharomyces cerevisiae] 
>gi_1301955_emb_CAA95945_ (Z71347) ORF YNL071w 

[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52273 

uC-gmropic022h05bl 

BLASTX 

g4512667 

538 

3.0e-55 

111 

87 

(AC006931) putative MAP kinase 



[Arabidopsis thaliana] 



Seq. No. 52274 

Seq. ID uC-gmropic023e09bl 

Method BLASTX 

NCBI GI g445612 

BLAST score 454 

E value 3.0e-45 

Match length 92 
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% i d^nt it v 


92 


NCBI Description 


ribosomal protein SI 9 [Solanum tuberosum] 




52275 


Seq. ID 


uC-gmropic023f lObl 


Mot* }~\ r\r\ 


RT.A^TX 


NCBI GI 

XN \^ J_J J- X. 


g3513738 


BLAST score 


378 


E value 


2.0e-36 


Match lencrth 


125 


% identity 


62 


KFCRT np^rri nl - "i on 


fAF080118^ similar to the GDSL familv of lioolvtic enzvme 




[Arabidopsis thaliana] 




52276 


Seq. ID 


uC-gmropic023g09bl 


Method. 


BLASTX 


NCBI GI 


al872521 

^ X> U r w X, 


BLAST score 


298 


E value 


5.0e-27 


Match length 


77 




49 


NCBI Description 


(U87833) zinc-finger protein Lsdl [Arabidopsis thaliana] 




**>rri 1P79R9^ (TlfllftlA} 7i nr-f -i nrrpr nrnfpi n T.sHI r AralriT don^ i 

/y 1 _L O / Z. JZ, J I^UO / O J 1 ^ Zi-LllO J Lily CL piUtUXll UDUi. |_ QU±UU^D± 




"i~ n a "1 n anal 


Corf VTi^ 

o e q . in o . 


R9977 


Qprr TO 


nr-mrsTODi r*n?"^fTl11r}1 




BLASTX 


NCBI GI 


g4262226 


BLAST score 


304 


K va 1 hp 


9 Oe-28 


Matph 1 print h 


74 




77 


NPRT Dp^rri nfi on 


(AC0062001 nutative Drotein kinase TArabidoosis thaliana 1 


S per No 


52278 


Seq. ID 


uC-amroDic023h06bl 


Method 


BLASTX 


NCBI GI 


g99755 


BLAST score 


352 


R va 1 hp 


2 Oe-33 


Match length 


147 


% identity 


44 


NCRT Dp^rri nti on 


RNA— directed DNA nolvmerase (EC 2 7 7 49) — Arabidoosis 




thaliana rptrotransDOSon Tal — 1 ffracrment) 




^rrn 1 ^^Rf^ oTrih CZ\a^7Q17 ^Y c i'^Q7'^l r**=i\rfa y*qpi t- -ran <5r"T -i trh a cip* 




r ZV t* a i H O'pi q "hhal "ianal 

^ i <n l,j i M^Mv 1 ■7? UiluJ LQllu J 






Seq. ID 


nC— rrmrnni r0?3hl Obi 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


308 


E value 


1.0e-173 


Match length 


411 


% identity 


94 



8586 



# 



NCBI Description G.max tefSl gene for elongation factor EF-la 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52280 

uC-gmropic024c09bl 

BLASTN 

gl70048 

467 

0.0e+00 

467 

12 

Glycine max SbPRPl gene encoding a proline-rich protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52281 

uC-gmropic024fllbl 

BLASTX 

g4406773 

340 

2.0e-32 

78 

47 

(AC006836) putative cell division control protein 48 
[Arabidopsis thaliana] 

52282 

uC-gmropic024gl2bl 

BLASTX 

gl346113 

534 

8. 0e-55 

107 

94 

GTP CYCLOHYDROLASE II >gi_1084339_pir JC4209 GTP 

cyclohydrolase II (EC 3.5.4.25) - Arabidopsis thaliana 
>gi_940383_dbj_BAA08113_ (D45165) GTP cyclohydrolase II 
[Arabidopsis thaliana] 

52283 

uC-gmropic024hllbl 

BLASTX 

g3461835 

361 

1.0e-34 

113 

65 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927840 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



52284 

uC-gmropic025e01bl 

BLASTX 

g4539301 

232 

6.0e-20 

78 

62 



8587 



NCBI Description 



(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52285 

uC-gmropic025e06bl 

BLASTX 

g4455176 

284 

2.0e-25 

134 

45 

(AL035521) hypothetical protein [Arabidopsis thaliana] 
52286 

uC-gmropic025f02bl 

BLASTN 

g3821780 

37 

2.0e-ll 

49 

67 

Xenopus laevis cDNA clone 27A6-1 
52287 

uC-gmropic026a02bl 

BLASTX 

g2979554 

301 

4.0e-37 

105 

75 

(AC003680) CDC4 like protein [Arabidopsis thaliana] 
52288 

uC- gmr opi c026b06bl 

BLASTN 

g!877396 

45 

2.Ge-16 

124 
84 

R. communis mRNA for shaggy-like kinase, partial 
52289 

uC- gmr op ic026bl0bl 

BLASTX 

g2262159 

226 

7.0e-19 

51 

75 

(AC002329) predicted protein similar to S.pombe protein 
C5H10.03 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



52290 

uC-gmropic026f05bl 
BLASTX 



8588 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3201625 
142 

7.0e-09 

79 

47 

(AC004669) hypothetical protein [Arabidopsis thaliana] 
52291 

uC-gmropic027al0bl 

BLASTX 

g3337352 

542 

1.0e-55 

137 

76 

(AC004481) putative chromatin structural protein SuptShp 
[Arabidopsis thaliana] 

52292 

uC-gmropic027b08bl 

BLASTX 

g3292829 

172 

2.0e-12 

46 
70 

(AL031018) putative protein [Arabidopsis thaliana] 
52293 

uC-gmropic027d!0bl 

BLASTX 

g4432841 

434 

6.0e-43 

125 
75 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
52294 

uC-gmropic027e06bl 

BLASTX 

gl351856 

356 

4.0e-34 

82 
76 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 
(ACONITASE) >gi_868003_dbj_BAA06108_ (D29629) aconitase 
[Cucurbita sp.] 

52295 

uC-gmropic027g09bl 

BLASTX 

g!235680 

399 

7.0e-39 
135 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

(U48698) receptor serine/threonine kinase PR5K [Arabidopsis 

thaliana] >gi_1589714__prf 2211427A receptor protein kinase 

[Arabidopsis thaliana] 

52296 

uC-gmropic027gl2bl 

BLASTX 

g4580460 

631 

4.0e-66 

129 

96 

(AC006081) putative 26S Protease Subunit 4 [Arabidopsis 
thaliana] 

52297 

uC-gmropic028e07bl 

BLASTX 

g!654140 

176 

3.0e-13 

36 

89 

(U37840) lipoxygenase [Lycopersicon esculentum] 
52298 

uC-gmropic028f03bl 

BLASTX 

g421955 

106 

1.0e-17 

131 
50 

hypothetical protein 4 - potato transposon Tstl 
>gi_21434_emb_CAA36616_ (X52387) ORF4 [Solanum tuberosum] 

52299 

uC-gmropic029a05bl 

BLASTX 

g2832623 

200 

1.0e-15 

66 

58 

(AL021711) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52300 

uC-gmropic02 9b03bl 

BLASTX 

g2911058 

394 

3.0e-38 

133 

64 

(AL021961) putative protein [Arabidopsis thaliana] 



8590 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
■ NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52301 

uC-gmropic029cl2bl 

BLASTX 

g4204314 

163 

2-0e-ll 

92 
45 

(AC003027) Hypothetical protein [Arabidopsis thaliana] 
52302 

uC-gmropic02 9el2bl 

BLASTX 

g4539320 

305 

7.0e-28 

108 

68 

(AL035679) putative endo-1, 4-beta-glucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



52303 

uC-gmropic029f05bl 

BLASTX 

gl561774 

247 

6.0e-35 

91 

85 

(U67426) malate dehydrogenase 



[Vitis vinifera] 



52304 

uC-gmropic02 9g0 6bl 

BLASTX 

g2887500 

144 

4.0e-09 

28 
79 

(AC002339) putative AP2 domain-containing protein 
[Arabidopsis thaliana] 

52305 

uC-gmropic030bllbl 

BLASTX 

gl885383 

206 

2.0e-16 

90 

57 

(U84568) phospholipase D [Arabidopsis thaliana] 
52306 

uC-gmropic030c06bl 

BLASTX 

g4406780 



8591 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq* ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



350 

3.0e-33 

111 

53 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

52307 

uC-gmropic030ellbl 

BLASTX 

g2191134 

175 

1.0e-12 

98 
39 

(AF007269) contains weak similarity to Galectin-3 binding 
protein [Arabidopsis thaliana] 

52308 

uC-gmr opi cO 3 IdO 9bl 

BLASTX 

g2055228 

181 

1.0e-13 

77 

51 

(AB000129) SRC1 [Glycine max] 
52309 

uC-gmropic031g05bl 

BLASTX 

g3776578 

204 

3.0e-16 

62 
55 

(AC005388) ESTs gb_F13915 and gb_F13916 come from this 
gene. [Arabidopsis thaliana] 

52310 

uC-gmropic032a04bl 

BLASTX 

g3947733 

338 

1.0e-31 

133 
47 

(AJ009719) NL25 [Solanum tuberosum] 
52311 

uC-gmropic032f05bl 

BLASTX 

gl22772 

493 

2.0e-51 

139 

72 



8592 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 



TRANSCRIPTION FACTOR HBP-1B >gi 100809_pir S15347 

transcription factor HBP-lb - wheat >gi_21635__emb_CAA4 0102_ 
(X56782) HBP-lb [Triticum aestivum] 



52312 

uC-gmropic033a04bl 

BLASTN 

g!70073 

223 

1.0e-122 

274 

96 

Soybean calmodulin 



(SCaM-3) mRNA, complete cds 



52313 

uC-gmropic033b01bl 

BLASTX 

g4468812 

365 

7.0e-35 

108 
66 

(AL035601) putative protein 



[Arabidopsis thaliana] 



52314 

uC-gmropic033dl0bl 

BLASTX 

g4063751 

181 

2.0e-13 

72 

56 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD21495.1__ (AC006929) putative white 
protein [Arabidopsis thaliana] 

52315 

uC-gmropic033e01bl 

BLASTX 

g3378208 

282 

2.0e-25 

74 

48 

(AF079232) annexin p34 [Lycopersicon esculentum] 
52316 

uC-gmropic033e02bl 

BLASTX 

g3080395 

218 

1.0e-17 
114 

48 

(AL022603) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



52317 



8593 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmropic033e03bl 

BLASTX 

g479356 

495 

4.0e-50 

142 

61 

protein kinase PK1 



(EC 2.7.1.-), receptor-like - maize 



52318 

uC-gmropic033eO 9b 1 

BLASTX 

g4008010 

569 

1.0e-58 

158 
66 

(AF084036) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52319 

uC-gmropic033gl2bl 

BLASTX 

g3337366 

465 

1.0e-46 

144 

62 

(AC004481) unknown protein [Arabidopsis thaliana] 
52320 

uC-gmropic033h08bl 

BLASTX 

g3738298 

307 

6.0e-28 

92 

68 

(AC005309) unknown protein [Arabidopsis thaliana] 
>gi_424 9394 (AC006072) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 52321 

Seq. ID uC-gmropic034al0bl 

Method BLASTX 

NCBI GI g445612 

BLAST score 386 

E value 2.0e-37 

Match length 7 9 

% identity 92 

NCBI Description ribosomal protein S19 [Solanum tuberosum] 

Seq. No. 52322 

Seq. ID uC-gmropic034el2bl 

Method BLASTX 

NCBI GI g4455259 

BLAST score 17 9 



8594 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



4.0e-13 

94 
40 

(AL035523) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

52323 

uC-gmropic034f02bl 

BLASTN 

g3172156 

98 

1.0e-47 

226 
86 

Arabidopsis thaliana chromosome 1 BAC T22J18 sequence, 
complete sequence [Arabidopsis thaliana] 

52324 

uC-gmropic035b07bl 

BLASTX 

g!352186 

371 

1.0e-35 

104 

64 

ALLENE OXIDE SYNTHASE PRECURSOR (HYDROPEROXIDE DEHYDRASE) 
(CYTOCHROME P450 74) >gi_404866 (U00428) allene oxide 
synthase [Linum usitatissimum] 

52325 

uC-gmropic035e03bl 

BLASTX 

g4335717 

143 

8.0e-09 

140 

32 

(AC006248) putative reverse transcriptase [Arabidopsis 
thaliana] 

52326 

uC-gmropic035h03bl 

BLASTN 

g388206 

37 

2.0e-ll 

69 

88 

Lycopersicon esculentum ubiquitin carrier protein (Ubc) 
mRNA, complete cds . >gi_2086269^gb_I38279_I38279 Sequence 
109 from patent US 

52327 

uC-gmropic036bllbl 

BLASTX 

g2335096 

356 



8595 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-34 

89 
75 

(AC002339) hypothetical protein [Arabidopsis thaliana] 
52328 

uC-gmropic036c!0bl 

BLASTX 

g3283996 

149 

2.0e-09 

113 

39 

(AF072908) calcium-dependent protein kinase [Nicotiana 
tabacum] 

52329 

uC - gmr op i c 0 3 6dl lb 1 

BLASTX 

g3876559 

330 

1.0e-30 

105 

57 

(Z81072) Similarity to Human cyclin A/CDK2-associatd 
protein P19 (RNA polymerase elongation factor) 
(SW:SKP1_HUMAN) ; cDNA EST EMBL:T00114 comes from this gene; 
cDNA EST yk390fll.5 comes from this gene; cDNA EST 
yk402ell.5 comes... >gi_3877216__emb_CAB03110_ (Z81084) 
Similarity to Human cyclin A/CDK2-associatd protein P19 
(RNA polymerase elongation factor) (SW: SKP1_HUMAN) ; cDNA 
EST EMBL:T00114 comes from this gene; cDNA EST yk390fll.5 
comes from this gene; cDNA EST yk402ell.5 comes 

52330 

uC-gmropic036e01bl 

BLASTX 

g2827141 

345 

9.0e-33 

98 

65 

(AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

52331 

uC-gmropic036e09bl 

BLASTX 

g3482967 

478 

4.0e-48 

112 
79 

(AL031369) Protein phosphatase 2C-like protein [Arabidopsis 
thaliana] >gi__4559345_gb_AAD23006 . 1_AC006585_1 (AC006585) 
protein phosphatase 2C [Arabidopsis thaliana] 



8596 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

t&Sthod 

SCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52332 

uC-gmropic036g06bl 

BLASTX 

g2739004 

193 

5.0e-15 

87 
46 

(AF022461) CYP82Clp 



[Glycine max] 



52333 

uC-gmropic037b04bl 

BLASTX 

gl653767 

220 

3.0e-18 

81 
56 

(D90916) oligopeptidase A [Synechocystis sp.] 
52334 

uC-gmropic037dl0bl 

BLASTX 

g4090935 

166 

1.0e-ll 

126 
33 

(AF028719) DNA polymerase type I [Rhodothermus sp. f ITI 
518 f ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



52335 

uC-gmropic037fl0bl 

BLASTX 

g3021272 

138 

2.0e-18 

74 

69 

(AL022347) serine /threonine kinase - like protein 
[Arabidopsis thaliana] 

52336 

uC-gmropic037g01bl 

BLASTX 

g2160144 

182 

1.0e-13 

95 
40 

(AC000375) Strong similarity to Arabidopsis oligopeptide 
transporter (gb__X77503) . [Arabidopsis thaliana] 

52337 

uC- gmr op i c 0 3 7 g 1 Ob 1 

BLASTX 

g!663549 



8597 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



268 

6.0e-24 

79 
63 

(U55809) disease resistance protein homolog [Glycine max] 
52338 

uC-gmropic038bl2bl 

BLASTX 

g2654868 

307 

2.0e-28 

79 

70 

(AF015301) RbohApl08 [Arabidopsis thaliana] 



52339 

uC-gmropic038d03bl 

BLASTN 

g515750 

320 

1.0e-180 

433 

95 

Soybean phytochrome A (phyA) 



mRNA, complete cds 



52340 

uC-gmropic038d09bl 

BLASTX 

g4510377 

228 

5.0e-23 

85 

68 

(AC007017) putative RNA helicase A [Arabidopsis thaliana] 
52341 

uC-gmropic038h03bl 

BLASTX 

g4539324 

173 

2.0e-12 

64 

55 

(AL035679) kinesin like protein [Arabidopsis thaliana] 
52342 

uC-gmropi cO 3 9a 0 6b 1 

BLASTN 

g21981 

60 

1.0e-25 

96 

91 

V.angustifolia 25S/18S rRNA intergenic spacer DNA 



Seq. No. 



52343 



8598 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmropic039b03bl 

BLASTX 

g4249410 

290 

4.0e-26 

115 

61 

(AC006072) unknown protein [Arabidopsis thaliana] 
52344 

uC-gmropic039c09bl 

BLASTX 

g4063700 

142 

9.0e-09 

58 

45 

(AF099053) phosphatidylserine synthase-2 [Mus musculus] 
52345 

uC-gmropic039d04bl 

BLASTX 

g3250695 

222 

3.0e-18 

107 

46 

(AL024486) putative protein [Arabidopsis thaliana] 
52346 

uC-gmropic039hl2bl 

BLASTN 

g862479 

93 

9.0e-45 

187 

93 

Glycine max valosin-containing protein mRNA, complete cds 
52347 

uC-gmropic040a02bl 

BLASTX 

gl24369 

280 

4.0e-25 

113 
58 

ACETOLACTATE SYNTHASE 
SYNTHASE II) (ALS II) 
synthase (EC 4.1.3.18} 
>gi_l 97 7 9__emb_CAA3 0485 
[Nicotiana tabacum] 



II PRECURSOR (ACETOHYDROXY-ACID 

>gi_68239j>ir YCNT2 acetolactate 

class II precursor - common tobacco 
(X07645) ALS SuRB gene (AA 1-664) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



52348 

uC-gmropic040a05bl 

BLASTN 

g3452086 



8599 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



163 

1.0e-86 

191 
92 

Glycine max mRNA for 14-3-3 protein, partial 
52349 

uC-gmropic 0 4 ObO 5b 1 

BLASTN 

g!277163 

289 

1.0e-161 

375 

94 

Glycine max cysteine proteinase inhibitor mRNA, partial cds 
52350 

uC-gmropic040d02bl 

BLASTX 

g461498 

177 

8.0e-13 

71 

83 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC — PYRUVIC 
TRANSAMINASE 2) {GLUTAMIC— ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_320619_pir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_296204_emb_CAA49199_ (X69421) _ 
alanine aminotransferase [Panicum miliaceum] 

52351 

uC-gmropic040g04bl 

BLASTN 

g255407 

61 

3.0e-26 

93 
91 

repetitive proline-rich protein {cDNA clone 1A10-2} 
[Glycine max=soybeans, axes germinated for 31 hours, mRNA, 
943 nt] 

52352 

uC-gmropicO 4 OgO 6b 1 

BLASTX 

g2191166 

157 

2.0e-10 

117 
36 

(AF007270) A_IG002P16.15 gene product [Arabidopsis 
thaliana] 

52353 

uC-gmropic041a08bl 

BLASTX 

g3687237 



8600 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



li 



140 

9.0e-09 

83 

41 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

52354 

uC-gmropic041cl2bl 

BLASTN 

g2653445 

105 

6.0e~52 

189 

89 

Vigna radiata mRNA for proton pyrophosphatase. 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52355 

uC-gmropic041d02bl 

BLASTN 

g310575 

146 

2.0e-76 

230 

91 

Glycine max nodulin-26 mRNA, complete cds 
52356 

uC-gmropic041d09bl 

BLASTX 

g3341693 

140 

1.0e-08 

63 

46 

(AC003672) unknown protein [Arabidopsis thaliana] 
52357 

uC-gmropic041g06bl 

BLASTX 

g2213600 

190 

3.0e-14 

79 

43 

(AC000348) T7N9.20 [Arabidopsis thaliana] 
52358 

uC-gmropic041h03bl 

BLASTX 

gll68536 

238 

5.0e-20 

55 
78 

PHYTEPSIN PRECURSOR (ASPARTIC PROTEINASE) 
>gi_100567_pir S19697 aspartic proteinase (EC 3.4.23. 



8601 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - barley >gi_18904_emb_CAA39602_ 
aspartic proteinase [Hordeum vulgare] 



(X56136) 



52359 

uC-gmropic042bl0bl 

BLASTX 

g3080393 

318 

3.0e-29 

101 

62 

(AL022603) NADH dehydrogenase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



52360 

uC-gmropic042bllbl 

BLASTN 

g3204107 

147 

6.0e-77 

247 

90 

Cicer arietinum mRNA for putative cytidine or 
deoxycytidylate deaminase, partial 

52361 

uC-gmropic042c08bl 

BLASTX 

g4559331 

584 

2.0e-60 

122 

84 

(AC007087) unknown protein [Arabidopsis thaliana] 
52362 

uC-gmropic042d06bl 

BLASTN 

g2661018 

357 

0.0e+00 

401 

97 

Glycine max catalase (cat 3) mRNA, complete cds 
52363 

uC-gmropic042f05bl 

BLASTN 

g3821780 

37 

3.0e-ll 

45 
65 

Xenopus laevis cDNA clone 27A6-1 
52364 

uC-gmropic043b02bl 



8602 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g347454 

198 

1.0e-107 

311 

93 

Soybean hydroxyproline-rich glycoprotein 
end 



[ sbHRGP2) mRNA, 3* 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



52365 

uC-gmropic043b05bl 

BLASTX 

g4263714 

525 

1.0e-53 

123 
84 

(AC006223) putative integral membrane protein [Arabidopsis 
thaliana] 

52366 

uC-gmropic043d06bl 

BLASTX 

g4105772 

349 

5.0e-33 

89 

39 

(AF049917) PGP9B [Petunia x hybrida] 
52367 

uC-gmropic043e02bl 

BLASTX 

g3021265 

191 

8.0e-15 

93 

44 

(AL022347 
thaliana] 
kinase 



protein kinase - like protein [Arabidopsis 
>gi_3292839_einb_CAA19829_ (AL031018) protein 
like protein [Arabidopsis thaliana] 



52368 

uC-gmropic043f03bl 

BLASTX 

g4467096 

299 

3.0e-27 

91 

63 

(AL035538) putative protein [Arabidopsis thaliana] 
52369 

uC-gmropic043f06bl 

BLASTX 

g2275219 

269 



8603 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



3.0e-24 

67 

73 

(AC002337) 



unknown protein [Arabidopsis thaliana] 



52370 

uC-gmropic043g08bl 

BLASTX 

g2104446 

372 

7.0e-36 

108 

62 

(Z95396) WD-repeat protein [Schizosaccharomyces pombe] 
52371 

uC-gmropicO 4 3h0 lbl 

BLASTX 

g2160179 

223 

3.0e-18 

84 

58 

(AC000132) No definition line found [Arabidopsis thaliana] 



52372 

uC-gmropicO 4 3h07bl 

BLASTX 

g2654868 

557 

2.0e-57 

127 

83 

(AF015301) RbohApl08 



[Arabidopsis thaliana] 



52373 

uC-gmropic044a03bl 

BLASTX 

g4210449 

442 

5.0e-44 

110 

79 

(AB016471) ARR1 protein [Arabidopsis thaliana] 
52374 

uC-gmropic044eG4bl 

BLASTX 

g4263818 

179 

4.0e-13 

73 
49 

(AC006067) unknown protein [Arabidopsis thaliana] 
52375 

uC-gmropic044e05bl 



8604 




Method BLASTX 

NCBI GI g3608154 

BLAST score 165 

E value 2.0e-ll 

Match length 60 

% identity 60 

NCBI Description (AC005314) unknown protein [Arabidopsis thaliana] 

Seq. No. 52376 

Seq. ID uC-gmropic044e08bl 

Method BLASTN 

NCBI GI g780371 

BLAST score 38 

E value 6.0e-12 

Match length 128 

% identity 87 

NCBI Description Oryza sativa enolase mRNA, complete cds 

Seq. No. 52377 

Seq. ID uC-gmropic045c04bl 

Method BLASTX 

NCBI GI g2959781 

BLAST score 295 

E value 3.0e-27 

Match length 75 

% identity 76 

NCBI Description (AJ223508) Zwille protein [Arabidopsis thaliana] 

Seq. No. 52378 

Seq. ID uC-gmropic045c09bl 

Method BLASTN 

NCBI GI g762878 

BLAST score 38 

E value 3.0e-12 

Match length 118 

% identity 83 

NCBI Description Psophocarpus tetragonolobus mRNA for chitinase, complete 
cds 

Seq. No. 52379 

Seq. ID uC-giuropic046d02bl 

Method BLASTX 

NCBI GI g2558938 

BLAST score 361 

E value 2.0e-34 

Match length 14 4 

% identity 54 

NCBI Description (AF024625) arm repeat containing protein [Brassica napus] 

Seq. No. 52380 

Seq. ID uC-gmropic04 6f08bl 

Method BLASTX 

NCBI GI g4185142 

BLAST score 233 

E value 9.0e-20 

Match length 72 

% identity 67 



8605 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005724) putative DNA repair and recombination protein of 
the SNF2 family [Arabidopsis thaliana] 

52381 

uC-gmropi c 0 4 7 a 1 lb 1 

BLASTX 

g4049353 

551 

1.0e-56 

144 

69 

(AL034567) putative protein [Arabidopsis thaliana] 
52382 

uC-gmropic047b06bl 

BLASTN 

g310575 

164 

3.0e-87 

278 
92 

Glycine max nodulin-26 mRNA, 



complete cds 



52383 

uC-gmropic047c03bl 

BLASTX 

g3298437 

308 

2.0e-28 

68 

87 

(AB010877) 
tabacum] 



chloroplast ribosomal protein L3 [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52384 

uC-gmropic04 9a02bl 

BLASTX 

g4512660 

327 

1.0e-30 

114 

61 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4 5444 67_gb_AAD2 2374. 1__AC 0 0 6 5 8 0_6 (AC006580) 
hypothetical protein [Arabidopsis thaliana] 

52385 

uC-gmropic04 9a03bl 

BLASTX 

gll76658 

198 

3.0e-15 

76 

49 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME II 
>gi_726363 (U23168) No definition line found 
[Caenorhabditis elegans] 



8606 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



52386 

uC- gmr opic049b!0bl 

BLASTN 

g3982595 

288 

1.0e-161 

390 
93 

Glycine max cationic peroxidase 2 (Prx2) mRNA, complete cds 
52387 

uC-gmropic049c07bl 

BLASTX 

gl616787 

303 

9.0e-28 

89 

69 

(U71122) pyruvate decarboxylase [Arabidopsis thaliana] 
52388 

uC-gmropic049cl0bl 

BLASTX 

g2642217 

192 

3.0e-15 

43 

81 

(AF030387) NOI protein [Oryza sativa] 
52389 

uC-gmropic049cl2bl 

BLASTX 

g3193290 

262 

6.0e-23 

104 

50 

(AF069298) contains similarity to a 
(Pfam: pkinase.hmm, score: 165.48), 

domain (Pfam: lectin_legB. hmm, score: 125.64) and legume 
lectins alpha domain (Pfam: lectin_legA. hmm, score: 16.72 
[Arabido 



protein kinase domain 
to legume lectins beta 



52390 

uC-gmropic04 9d07bl 

BLASTX 

g3688186 

307 

4.0e-28 

118 

68 

(AL031804) putative protein [Arabidopsis thaliana] 
52391 

uC-gmropic050a01bl 



8607 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. , No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

g4455338 

538 

3.0e-55 

132 

73 

(AL035525) 



putative protein [Arabidopsis thaliana] 



52392 

uC-gmropic050bl0bl 

BLASTX 

gl364059 

290 

5.0e-26 

130 

46 

dioscorin class A precursor - Dioscorea cayenensis 
>gi_433463_emb_CAA53781_ (X76187) storage protein 
[Dioscorea cayenensis] 

52393 

uC-gmropic050c07bl 

BLASTX 

g4566614 

488 

3.0e-49 

111 
83 

(AF112887) actin depolymerizing factor [Populus alba x 
Populus tremula] 

52394 

uC-gmropic050d01bl 

BLASTX 

g2500542 

155 

2.0e-10 

92 
40 

PUTATIVE ATP-DEPENDENT RNA HELICASE YMR128W 

>gi_1078577_pir S53058 probable membrane protein YMR128w 

yeast (Saccharomyces cerevisiae) >gi_728 667_emb_CAA88553_ 
(Z48622) unknown [Saccharomyces cerevisiae] 

52395 

uC-gmropic050d03bl 

BLASTX 

g4263522 

369 

2.0e-35 

130 

10 

(AC004044) hypothetical protein [Arabidopsis thaliana] 
52396 

uC-gmropic050e01bl 
BLASTX 



8608 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g4455285 
175 

1.0e-12 

124 

41 

(AL035527) hypothetical protein [Arabidopsis thaliana] 
52397 

uC-gmropic054al0bl 

BLASTX 

g4262149 

142 

9.0e-09 

35 
77 

(AC005275) putative xyloglucan endotransglycosylase 
[Arabidopsis thaliana] 

52398 

uC-gmropic054fl0bl 

BLASTX 

g4263714 

252 

7.0e-22 

54 

89 

(AC006223) putative integral meiTibrane protein [Arabidopsis 
thaliana] 

52399 

uC-gmropic054gl0bl 

BLASTX 

g4200122 

224 

3.0e-18 

116 
41 

(AJ009555) hypothetical protein [Arabidopsis thaliana] 
52400 

uC-gmropic055a02bl 

BLASTX 

g2961377 

496 

3.0e-50 

148 

4 

(AL022141) putative receptor protein kinase [Arabidopsis 
thaliana] 

52401 

uC-gmropic055f 06bl 

BLASTN 

gl498052 

124 

3.0e-63 
380 



8609 



# 



% identity 83 

NCBI Description Zea mays ribosomal protein S8 inRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



52402 

uC-gmropic055fl2bl 

BLASTN 

g4324966 

49 

1.0e-18 

49 

100 

Glycine max ADP-ribosylation factor mRNA, partial cds 
52403 

uC-gmropic055g06bl 

BLASTX 

g2853073 

282 

2.0e-25 

96 

54 

(AL021768) putative protein [Arabidopsis thaliana] 
52404 

uC-gmropic055h06bl 

BLASTX 

g2244904 

348 

3.0e-33 

90 

12 

(Z97339) similar to hypothetical protein C02F5.7 - Caenorha 
[Arabidopsis thaliana] 

52405 

uC-gmropic056a03bl 

BLASTX 

g2346974 

282 

3.0e-25 

104 

54 

(AB006599) ZPT2-12 [Petunia x hybrida] 
52406 

uC-gmropic056b08bl 

BLASTN 

g456713 

321 

0.0e+00 

353 

26 

Glycine max gene for ubiquitin, complete cds 
52407 

uC-gmropic056dl0bl 
BLASTN 



8610 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



gll96896 
97 

3.0e-47 

234 

89 

Glycine max acidic ribosomal protein PO mRNA, complete cds 



52408 

uC-gmropic056f07bl 

BLASTX 

g4467128 

424 

1.0e-41 

137 
55 

(AL035538) putative protein 



[Arabidopsis thaliana] 



52409 

uC-gmropic05 6g0 9b 1 

BLASTN 

gl70065 

389 

0.0e+00 

425 

15 

Soybean (G.max) proline-rich cell wall protein 
gene, complete cds 



<SbPRP2) 



52410 

uC-gmropic057b05bl 

BLASTX 

g4335745 

248 

4.0e-21 

100 

49 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

52411 

uC-gmropic057c08bl 

BLASTX 

g3080450 

341 

5.0e-32 

147 

48 

(AL022605) hypothetical protein [Arabidopsis thaliana] 
52412 

uC-gmropic057e02bl 

BLASTX 

g4469015 

292 

2.0e-26 

109 



8611 



% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

(AL035602) putative protein [Arabidopsis thaliana] 
52413 

uC-gmropic057gllbl 

BLASTX 

g2598589 

283 

2.0e-25 

88 

60 

(Y15367) MtN19 [Medicago truncatula] 
52414 

uC-gmropic057h08bl 

BLASTX 

g3402722 

195 

4.0e-15 

80 
50 

(AC004261) CPDK-related protein [Arabidopsis thaliana] 
52415 

uC-gmropic058f05bl 

BLASTX 

g3763921 

304 

1.0e-27 

95 

57 

(AC004450) putative pirin protein [Arabidopsis thaliana] 
52416 

uC-giriropic061b04bl 

BLASTX 

g4309698 

580 

5.0e-60 

154 

79 

(AC006266) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



52417 

uC-gmropic061b05bl 

BLASTX 

g3935168 

230 

1.0e-36 

137 
65 

(AC004557) F17L21.11 
52418 

uC-gmropic061c09bl 
BLASTX 



[Arabidopsis thaliana] 



8612 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g3927831 
309 

2.0e-28 

121 

25 

(AC005727) 
thaliana] 



similar to mouse ankyrin 3 [Arabidopsis 



52419 

uC-gmropic061f01bl 

BLASTX 

g3152577 

187 

4.0e-14 

115 
50 

(AC002986 
gb D21138 



Contains similarity to Kinesin-like protein C 
from A. thaliana. [Arabidopsis thaliana] 



52420 

uC-gmropic061f03bl 

BLASTN 

g3821780 

36 

6.0e-ll 

49 

49 

Xenopus laevis cDNA clone 27A6-L 
52421 

uC-gmropic061f 06bl 

BLASTN 

g3821780 

36 

8.0e-ll 

48 
65 

Xenopus laevis cDNA clone 27A6-1 
52422 

uC-gmropic061g02bl 

BLASTX 

g2780192 

134 

4.0e-18 

91 

52 

(AJ222713) unnamed protein product 
52423 

uC-gmropic061hl0bl 

BLASTN 

g2317899 

64 

8.0e-28 

144 

86 



[Arabidopsis thaliana] 



8613 



NCBI Description Glycine max Sali3-2 mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



52424 

uC-gmropic062e05bl 

BLASTX 

g3202042 

232 

1.0e-19 

61 

84 

(AF069324) 26S proteasome regulatory subunit S5A 
[Mesembryanthemum crystal linum] 

52425 

uC-gmropic062g04bl 

BLASTN 

gl69930 

34 

8.0e-10 

112 
84 

Glycine max calcium dependent protein kinase mRNA 
52426 

uC-gmropic063a06bl 

BLASTX 

g4539344 

191 

4.0e-15 

55 
62 

(AL035539) putative protein [Arabidopsis thaliana] 
52427 

uC-gmropic063f04bl 

BLASTX 

g2465923 

159 

1.0e-10 

64 

50 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

52428 

uC-gmropic063f07bl 

BLASTN 

gl8737 

302 

1.0e-169 

350 
11 

Glycine max RPRP3 gene for repetitive proline-rich protein 
52429 

uC-gmropic063h04bl 
BLASTX 



8614 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g399505 
194 

8.0e-15 

104 
44 

DIMETHYLANILINE MONOOXYGENASE (N-OXIDE FORMING) 1 (FETAL 
HEPATIC FLAVIN-CONTAINING MONOOXYGENASE 1) (FMO 1) 

(DIMETHYLANILINE OXIDASE 1) >gi__1058 47_pir A40876 

dimethylaniline monooxygenase (N-oxide- forming) (EC 
1.14.13.8), hepatic 1 - human >gi_182671 (M64082) 
flavin-containing monooxygenase [Homo sapiens] 
>gi_4503755__ref_NP_002012.1_pFMOl_ flavin containing 
monooxygenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52430 

uC-gmropic064a02bl 

BLASTX 

g3786011 

378 

2.0e-36 

134 

59 

(AC0054 99) putative elongation factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52431 

uC-gmropic064a05bl 

BLASTX 

g2961377 

222 

4.0e-18 

142 

3 

(AL022141) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52432 

uC-gmropicO 64 alibi 

BLAST N 

gl8761 

440 

0.0e+00 

440 

100 

Soybean stem mRNA for 31 kD glycoprotein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52433 

uC-gmropic064g01bl 

BLASTX 

g3322609 

392 

4.0e-38 

107 

73 

(AE001213) phosphogluconate dehydrogenase (gnd) [Treponema 
pallidum] 



8615 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52434 

uC- gmr op i c 0 6 4 g 1 Ob 1 

BLASTN 

g4098966 

82 

3.0e-38 

211 
93 

Glycine max putative reistance gene analog genomic sequence 
52435 

uC-gmropic065b03bl 

BLASTX 

g2224927 

264 

1.0e-23 

62 

77 

(AF004213) ethylene-insensitive3-likel [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



52436 

uC-gmropic065c08bl 

BLASTX 

g2244807 

422 

1.0e-41 

139 

58 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
52437 

uC-gmropic065d07bl 

BLASTX 

g4454012 

225 

1.0e-18 

64 

70 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 

52438 

uC-gmropic065e01bl 

BLASTX 

g2766715 

311 

1.0e-28 

119 

46 

(AF039365) chromomethylase [Arabidopsis arenosa] 
>gi_2865435 (AF039375) chromomethylase [Arabidopsis 
arenosa] 

52439 

uC-gmropic065e09bl 
BLASTN 



8616 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4159707 
63 

8.0e-27 

167 
87 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MJK13, complete sequence [Arabidopsis thaliana] 



PI clone: 



52440 

uC-gmropic065h01bl 

BLASTX 

gl350783 

208 

2.0e-16 

101 

5 

RECEPTOR-LIKE PROTEIN KINASE 5 PRECURSOR 

>gi_282883_pir S27756 receptor-like protein kinase 

precursor - Arabidopsis thaliana >gi_166850 (M84 660) 
receptor-like protein kinase [Arabidopsis thaliana] 
>gi_2842492_emb_CAA16889_ (AL02L749) receptor-like protein 
kinase 5 precursor (RLK5) [Arabidopsis thaliana] 

52441 

uC-gmropic066b05bl 

BLASTX 

g2335097 

239 

3.0e-20 

123 

45 

(AC002339) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

52442 

uC-gmropic067h06bl 

BLASTX 

gl346524 

516 

2.0e-58 

126 

87 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) >gi_4 97900 
(M73430) S-adenosyl methionine synthetase [Populus 
deltoides] 

52443 

uC-gmropic068b08bl 

BLASTN 

g2791833 

77 

2.0e-35 

149 
88 

Manihot esculenta elongation factor 1-alpha (MeEFl } gene, 
complete cds 



8617 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52444 

uC-gmropic068c07bl 

BLASTX 

g2244792 

464 

9.0e-47 

95 

92 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 
52445 

uC- gmr op i c 0 6 8 e 0 2b 1 

BLASTX 

g3413719 

138 

4.0e-09 

38 

87 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi_3643592 (AC005395) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52446 

uC-gmropic068gllbl 

BLASTX 

g2827714 

296 

8.0e-27 

134 

9 

(AL021684) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



52447 

uC-gmropic069ellbl 

BLASTN 

gl498337 

329 

0.0e+00 

365 

98 

Glycine max actin (Soyll9) 



gene, partial cds 



52448 

uC-gmropic070f!2bl 

BLASTN 

g22382 

46 

9.0e-17 

78 
90 

Z.mays mRNA for USsnRNA (U53) 
52449 

uC-gmropic070g01bl 
BLASTX 



8618 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



g3482980 
141 

8.0e-09 

101 
39 

(AL031369) 



hypothetical protein [Arabidopsis thaliana] 



52450 

uC-gmropic071d04bl 

BLASTX 

g3850108 

306 

6.0e-28 

133 
45 

(AL033388) putative calcium-transporting atpase 
[Schizosaccharomyces pombe] 



Seq. No. 52451 

Seq. ID uC-gmropic071e08bl 

Method BLASTX 

NCBI GI g4 4 9075 6 

BLAST score 212 

E value 1.0e-17 

Match length 70 

% identity 57 

NCBI Description (AL035708) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 52452 

Seq. ID uC-gmropic071g01bl 

Method BLASTX 

NCBI GI g2781347 

BLAST score 355 

E value 6.0e-34 

Match length 91 

% identity 71 

NCBI Description (AC003113) F2401.3 [Arabidopsis thaliana] 

Seq. No. 52453 

Seq. ID uC-gmropic071h09bl 

Method BLASTX 

NCBI GI g3193300 

BLAST score 14 4 

E value 4.0e-09 

Match length 106 

% identity 38 

NCBI Description (AF069298) No definition line found [Arabidopsis thaliana] 

Seq. No. 52454 

Seq. ID uC-gmropic072al0bl 

Method BLASTX 

NCBI GI g3047111 

BLAST score 432 

E value 1.0e-42 

Match length 170 

% identity 54 

NCBI Description (AF058919) No definition line found [Arabidopsis thaliana] 



8619 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



52455 

uC-gmropic072el0bl 

BLASTX 

g3935184 

342 

3.0e-32 

99 

71 

(AC004557) F17L21.27 



[Arabidopsis thaliana] 



52456 

uC-gmropic072gl2bl 

BLASTX 

g3935167 

187 

5.0e-14 

65 
83 

(AC004557) F17L21.10 [Arabidopsis thaliana] 
52457 

uC-gmropic073a02bl 

BLASTX 

g2496789 

191 

2.0e-14 

64 

59 

1-DE0XY-D-XYLUL0SE 5-PHOSPHATE REDUCTOISOMERASE (DXP 
REDUCTOISOMERASE) >gi_1001556_dbj_BAA10183_ (D64000) 
hypothetical protein [Synechocystis sp.] 



52458 

uC-gmropic073al0bl 

BLASTX 

g719291 

462 

4.0e-46 

129 

77 

(U19134) unknown 
>gi_l 0 95 0 0 7_pr f 



[Arabidopsis thaliana] 

2107236A SABRE gene [Arabidopsis thaliana] 



52459 

uC-gmropic073d08bl 

BLASTN 

g!165321 

178 

1.0e-95 

257 
17 

Glycine max extensin 
52460 

uC-gmropic073g04bl 
BLASTX 



(SbHRGP3) gene, complete cds 



8620 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



g4493885 
211 

5.0e-17 

102 

54 

(AL034558) predicted using hexExon; MAL3P2.7 (PFC0190c) , 
PAST homolog, len: 526 aa; SimiLarity to PAST proteins from 

H. sapiens and D.melanogaster . H. sapiens HPAST protein 
(TR:014611) BLAST Score: 1245, sum P(l) = 5.1e-127, 47 

52461 

uC-gmropic073h01bl 

BLASTX 

g2323344 

466 

I. 0e-46 
147 

60 

(AF014806) alpha-glucosidase 1 [Arabidopsis thaliana] 
52462 

uC-gmropic074a06bl 

BLASTX 

g2894599 

193 

8.0e-15 

104 
45 

(AL021889) putative protein [Arabidopsis thaliana] 
52463 

uC-gmropic074b03bl 

BLASTX 

gl34892 

403 

3.0e-39 

146 

57 

SIGNAL RECOGNITION PARTICLE RECEPTOR ALPHA SUBUNIT 
(SR-ALPHA) (DOCKING PROTEIN ALPHA) (DP-ALPHA) 

>gi_88607_pir A29440 signal recognition particle receptor 

- human >gi_30866_emb_CAA29608_ (X06272) docking protein 
[Homo sapiens] >gi_4507223_ref_NP_003130 . l_pSRPR_ signal 

recognition particle receptor {'docking protein 1 ) 

52464 

uC-gmropic07 4d01bl 

BLASTX 

g3201627 

159 

2.0e-17 

91 
56 

(AC004669) putative SWH1 protein [Arabidopsis thaliana] 
52465 

uC-gmropic074dl2bl 



8621 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2832658 

196 

1.0e-15 

47 

77 

(AL021710) putative protein [Arabidopsis thaliana] 
52466 

uC-gmropic074el0bl 

BLASTN 

gl70065 

279 

1.0e-156 

311 

9 

Soybean (G.max) proline-rich cell wall protein (SbPRP2) 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52467 

uC-gmropic074f08bl 

BLASTN 

gl907370 

43 

6.0e-15 

51 

96 

Cryptomeria japonica 
sequence 



28S ribosomal RNA gene, partial 



52468 

uC-gmropic074h03bl 

BLASTX 

g833835 

464 

1.0e-46 

110 
73 

(U26025) amygdalin hydrolase isoform AH I precursor [Prunus 
serotina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



52469 

uC-gmropic074h08bl 

BLASTX 

g3327196 

294 

1.0e-26 

90 

67 

(AB014591) KIAA0691 protein [Homo sapiens] 
52470 

uC-gmropic074hl0bl 

BLASTX 

g2795805 

258 

8.0e-23 



8622 



Match length 

% identity 

NCBI Description 



76 
59 

(AC003674) putative protein kinase [Arabidopsis thaliana] 
>gi_J3355493 (AC004218) putative protein kinase [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52471 

uC-gmropic075b07bl 

BLASTX 

g4559384 

423 

9.0e-42 

123 

67 

(AC006526) unknown protein [Arabidopsis thaliana] 
52472 

uC-gmropic075d03bl 

BLASTX 

g3138972 

206 

2.0e-16 

122 

43 

(AF038505) dihydr olipoylacyl trans f erase subunit of the 
branched- chain alpha-keto acid dehydrogenase complex 
[Arabidopsis thaliana] 

52473 

uC-gmropic075d09bl 

BLASTX 

g4567281 

177 

1.0e-12 

60 
57 

(AC006841) unknown protein [Arabidopsis thaliana] 
52474 

uC-gmropic075e01bl 

BLASTN 

g3821780 

36 

9.0e-ll 

45 

48 

Xenopus laevis cDNA clone 27A6-1 
52475 

uC-gmropic075e04bl 

BLASTX 

g4539348 

182 

6.0e-14 

53 
62 

(AL035539) putative pollen allergen [Arabidopsis thaliana] 



8623 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



(i • 

52476 

uC-gmropic075g08bl 

BLASTX 

g3451075 

241 

3.0e-20 

75 

55 

(AL031326) putative protein [Arabidopsis thaliana] 
52477 

uC-gmropic078cllbl 

BLASTX 

g!750403 

222 

2.0e-18 

87 
51 

(U80953) weakly similar in serine repeat region to rat 
thyroxine-binding globulin (PIR:A39567) and to D. 
melanogaster ecdysone-inducible protein E75-C 

(SP:E75C_DROME f P13055) [Caenorhabditis elegans] 



52478 

uC-gmropic080a08bl 

BLASTX 

g4490719 

221 

5.0e-18 

48 
81 

(AL035709) putative protein 



[Arabidopsis thaliana] 



52479 

uC-gmropic080c08bl 

BLASTX 

g4185142 

548 

2.0e-56 

137 

74 

(AC005724) putative DNA repair and recombination protein 
the SNF2 family [Arabidopsis thaliana] 

52480 

uC-gmropicO 8 Odl lbl 

BLASTX 

g4455278 

210 

9.0e-17 

82 
50 

(AL035527) hypothetical protein [Arabidopsis thaliana] 
52481 

uC-gmropic083c03bl 

8624 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g4033446 

220 

6.0e-18 

111 

45 

AGGLUTININ II PRECURSOR (CLAII) (LECCLAII) 

>gi_2147661_pir S72502 mannose/glucose-binding lectin 

CLAII precursor - Cladrastis lutea >gi_1141759 (U21959) 
lectin precursor [Cladrastis lutea] 

52482 

uC-gmropi c 0 8 3 f 0 3b 1 

BLASTN 

g927504 

37 

5.0e-12 

53 
92 

P. sativum mRNA for fructose-1, 6-biphosphate aldolase 
(clone aldcyt2) 

52483 

uC-gmropic083h03bl 

BLASTX 

g2921406 

454 

2.0e-45 

102 
87 

(AF036234) vacuolar protein sorting homolog [Arabidopsis 
thaliana] 

52484 

uC-gmropic087dl0bl 

BLASTX 

g3758833 

238 

5.0e-20 

90 

57 

(Y18225) MtN6 [Medicago truncatula] 
52485 

uC-gmropic087hl0bl 

BLASTX 

g2462837 

367 

2.0e-35 

89 

82 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
52486 

uC-gmropicO 8 8 aO 9b 1 

BLASTX 

g3080452 



8625 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210 

6.0e-17 

62 
69 

(AL022605) 
thaliana] 



putative L-ascorbate oxidase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



52487 

uC-gmropic088b!2bl 

BLASTX 

g4220462 

460 

5.0e-46 

103 

85 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF_00046 
and bZIP PFJ)0170 domains. [Arabidopsis thaliana] 

52488 

uC-gmropic088d02bl 

BLASTX 

g3046696 

325 

8.0e-31 

66 

91 

(AL022224) CTP synthase like protein [Arabidopsis thaliana] 
52489 

uC-gmropic088hl2bl 

BLASTX 

g4455177 

365 

7.0e-35 

141 

53 

(AL035521) putative protein [Arabidopsis thaliana] 
52490 

uC-gmropic089al0bl 

BLASTN 

g4115338 

169 

3.0e-90 

305 
23 

Pisum sativum (Alaska) 



ubuquitin (PUB4) gene, complete cds 



52491 

uC-gmropic089d02bl 

BLASTX 

g2384675 

309 

2.0e-28 

86 

67 



8626 



NCBI Description (AF012659) putative potassium transporter AtKT4p 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52492 

uC-gmropic089d05bl 

BLASTX 

g3367574 

300 

3.0e-27 

137 

47 

(AL031135) hypothetical protein [Arabidopsis thaliana] 
52493 

uC-gmropic089g06bl 

BLASTN 

gl808591 

86 

1.0e-40 

272 

86 

C.arietinum mRNA for SAM-synthetase 
52494 

uC-gmropic090b01bl 

BLASTX 

g2130082 

158 

8.0e-ll 

78 

13 

protein kinase Xa21 (EC 2.7.1.-) - rice >gi_1122443 
(U37133) receptor kinase-like protein [Oryza sativa] 
>gi_2586085 (U72723) receptor kinase-like protein [Oryza 

longistaminata] >gi_1586408_prf 2203451A receptor 

kinase-like protein [Oryza sativa] 

52495 

uC-gmropic090fl0bl 

BLASTX 

g2642165 

129 

9.0e-13 

55 

56 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
52496 

uC-gmropic090g08bl 

BLASTX 

g3096935 

206 

7.0e-17 

77 
56 

(AL023094) putative protein [Arabidopsis thaliana] 



8627 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



52497 

uC-gmropic091b03bl 

BLASTX 

g!663549 

153 

2.0e-10 

78 

45 

(U55809) disease resistance protein homolog 



[Glycine max] 



52498 

uC-gmropic091cl0bl 

BLASTN 

g3449322 

34 

2.0e-09 

77 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC17, complete sequence [Arabidopsis thaliana] 

52499 

uC-gmropic091d05bl 

BLASTX 

gl297187 

265 

2.0e-23 

69 

65 

(U53501) similar to protein encoded by GenBank Accession 
Number U41815, nucleoporin 98 [Arabidopsis thaliana] 

52500 

uC-gmropic093al2bl 

BLASTX 

g3292823 

263 

6.0e-23 

102 

49 

(AL031018) putative protein [Arabidopsis thaliana] 
52501 

uC-gmropic093ellbl 

BLASTX 

g4406778 

554 

5.0e-57 

153 

20 

(AC006532) putative brassinosteroid insensitive protein 
[Arabidopsis thaliana] 

52502 

uC-gmropic094g01bl 

BLASTN 

g218266 



8628 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



334 

0.0e+00 

410 

98 

Glycine max mRNA for phosphoenolpyruvate carboxylase, 
complete cds >gi_2175011_dbj_E06829_E06829 cDNA encoding 
phosphoenolpyruvate carboxylase 

>gi_2176575_dbj_E08459_E08459 cDNA encoding phosphoenol 
pyruvate carboxylase 

52503 

uC-gmropic094h02bl 

BLASTX 

g4049353 

155 

2.0e-10 

81 
48 

(AL034567) putative protein [Arabidopsis thaliana] 
52504 

uC-gmropic094h05bl 

BLASTX 

gl763230 

166 

7.0e-12 

45 
69 

(U72145) 3-hydroxy-3-methylglutaryl coenzyme a reductase 
[Camptotheca acuminata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



52505 

uC-gmropic096a09bl 

BLASTN 

gl326160 

59 

2.0e-24 

161 

96 

Phaseolus vulgaris dehydrin mRNA, 



complete cds 



52506 

uC-gmropic096c06bl 

BLASTX 

g2494119 

299 

4.0e-27 

95 

59 

(AC002376) EST gb_T04104 comes from this gene, 
thaliana] 

52507 

uC-gmropic096d04bl 

BLASTX 

g3850579 

281 



[Arabidopsis 



8629 



E value 
Match length 
% identity 
NCBI Description 



4.0e-25 

130 

48 

(AC005278) Strong similarity to gb_D14550 extracellular 
dermal glycoprotein (EDGP) precursor from Daucus carota. 
ESTs gb_H37281 / gbJT44167, gb_T21813, gb_N38437, gb_Z26470, 
gb_R65072, gb_N76373, gb_F15470, r gb_Z35182, gb_H76373, 
gb Z34678 an 



Seq. No. 


52508 


Seq. ID 


uC-crmroDicO 9 6d05bl 


Method 


BLASTN 


NCBI GI 


gll25103 


BLAST score 


165 


E value 


9.0e-88 


Match length 


234 


% identity 


96 


NCBI Description 


Glycine max seed coat pe 








52509 




u.\s yini. upiuu -/ OU.U OUi. 


Method 


BLASTX 






J_J J—lZlLj i O \^ \J J_ \^ 


191 


E value 


1.0e-14 


Match length 


118 


o lucxiLi u _y 


1 1 


NCBI Description 






*J +J JL\J 


Q^rr TO 


i iP— rrmvori "i pfl Q ^ rrfl 1 V\1 
Llv/ yiu.L upiuu 2 oy U XJJ± 


1 it; uiiuiwi 


RT a^TY 
DJ_iri.O 1 A 


NCBI GT 




BLAST score 


228 


E value 


8.0e-19 


Match length 


97 


% identity 


57 


NCBI Description 


(AF007271) A__TM021B04.14 




thaliana] 


Seq, No. 


52511 


Seq. ID 


uC-gmropicO 9 6h0 9bl 


Method 


BLASTX 


NCBI GI 


g3914361 


BLAST score 


146 


E value 


2.0e-09 


Match length 


111 


% identity 


33 



mRNA, 



NCBI Description 



Seq. No. 
Seq. ID 
Method 



PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_2281951_emb_CAB06620_ (Z84822) phospholipase D 
[Nicotiana tabacum] 

52512 

uC-gmropic097c05bl 
BLASTX 



8630 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g478409 
222 

2.0e-18 

79 

61 

peroxidase 

>gi_218328_ 

angularis] 



(EC 1.11.1.7), cat ionic - adzuki bean 
dbj_BAA01950_ (D11337) peroxidase [Vigna 



52513 

uC-gmropic097e06bl 

BLASTX 

g2129771 

238 

1.0e-20 

72 
65 

xyloglucan endotransglycosylase-related protein XTR-6 - 
Arabidopsis thaliana >gi_1244758 (U43488) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_4539299__emb_CAB39602.1_ (AL049480) xyloglucan endo-1, 
4-beta-D-glucanase (XTR-6) [Arabidopsis thaliana] 

52514 

uC-gmropic097e07bl 

BLASTX 

g2501494 

411 

2.0e-40 

117 

64 

FLAVONOL 3-0-GLUCOSYLTRANSFERASE 5 (UDP-GLUCOSE FLAVONOID 

3-0-GLUCOSYLTRANSFERASE 5) >gi_542015_pir S41951 

UTP-glucose glucosyltransf erase - cassava 
>gi_453249_emb_CAA54612_ (X77462) UTP-glucose 
glucosyltransferase [Manihot esculenta] 

52515 

uC-gmropic097f06bl 

BLASTN 

gl70065 

205 

1.0e-112 

264 

18 

Soybean (G.max) proline-rich cell wall protein (SbPRP2) 
gene, complete cds 

52516 

uC-gmropic098b02bl 

BLASTX 

gl809127 

345 

1.0e-32 

88 
72 

(U77674) terminal flower 1 [Arabidopsis thaliana] 



8631 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2208929_dbj_BAA20483_ (D86932) terminal flowerl 
[Arabidopsis thaliana] >gi_2208931_dbj_BAA20484_ (D87130) 
terminal flowerl [Arabidopsis thaliana] 
>gi_2208 933_dbj_BAA20485_ (D87519) terminal flowerl 
[Arabidopsis thaliana] 

52517 

uC-gmropic098dllbl 

BLASTX 

gl077378 

346 

1.0e-32 

135 
22 

probable membrane protein YLR222c - yeast (Saccharomyces 
cerevisiae) >gi_609371 (U19027) Ylr222cp [Saccharomyces 
cerevisiae] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



52518 

uC-gmropic098f09bl 

BLASTX 

g2795807 

378 

3.0e-36 

159 

49 

(AC003674) hypothetical protein [Arabidopsis thaliana] 
52519 

uC-gmropic099c04bl 

BLASTX 

g3176673 

194 

8.0e-15 

72 

54 

(AC003671) Similar to serine/threonine kinase gb_Y12531 
from Brassica oleracea. [Arabidopsis thaliana] 

52520 

uC-gmropiclOOclObl 

BLASTX 

g2811029 

526 

9.0e-54 

136 

77 

ACETYLORNITHINE AMINOTRANSFERASE PRECURSOR (ACOAT) 
(ACETYLORNITHINE TRANSAMINASE) (AOTA) 
>gi_1944511_emb_CAA69936_ (Y08680) acetylornithine 
aminotransferase [Alnus glutinosa] 

52521 

uC-gmropicl00e08bl 

BLASTX 

g4335735 

326 



8632 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-30 

97 

62 

(AC006248) hypothetical protein [Arabidopsis thaliana] 
52522 

uC-gmropiclOOf llbl 

BLASTX 

g2344896 

385 

3.0e-37 

123 

59 

(AC002388) hypothetical protein [Arabidopsis thaliana] 
52523 

uC-gmropiclOOgOlbl 

BLASTX 

g2506139 

391 

5.0e-38 

118 

60 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314 049__emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

52524 

uC-gmropicl01b05bl 

BLASTX 

g2895758 

190 

2.0e-14 

104 

44 

(AF045022) phosphatidic acid-preferring phospholipase Al 
[Bos taurus] 

52525 

uC-gmropiclOlclObl 

BLASTX 

g4538926 

519 

6.0e-53 

125 

77 

(AL04 9483) putative phosphatidylserine decarboxylase 
[Arabidopsis thaliana] 

52526 

uC-gmropicl02a02bl 

BLASTX 

g4559339 

241 

4.0e-25 

75 

81 



8633 



NCBI Description 



(AC007087) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 



Seq. No. 52527 

Seq. ID uC-gmropicl02f03bl 

Method BLASTX 

NCBI GI g3668089 

BLAST score 311 

E value 5.0e-29 

Match length 81 

% identity 75 

NCBI Description (AC004667) unknown protein [Arabidopsis thaliana] 

Seq, No. 52528 

Seq. ID uC-gmropicl02g06bl 

Method BLASTX 

NCBI GI g3860247 

BLAST score 274 

E value 8.0e-25 

Match length 64 

% identity 80 

NCBI Description (AC005824) unknown protein [Arabidopsis thaliana] 

Seq. No. 52529 

Seq. ID uC-gmropicl03a03bl 

Method BLASTX 

NCBI GI g3738306 

BLAST score 257 

E value 2.0e-22 

Match length 89 

% identity 56 

NCBI Description (AC005309) unknown protein [Arabidopsis thaliana] 

Seq. No. 52530 

Seq. ID uC-gmropic!03b01bl 

Method BLASTX 

NCBI GI g2462822 

BLAST score 277 

E value 2.0e-24 

Match length 142 

% identity 19 

NCBI Description (AF000657) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 52531 

Seq. ID uC-gmropicl03b03bl 

Method BLASTX 

NCBI GI g3395431 

BLAST score 286 

E value 1.0e-25 

Match length 84 

% identity 63 

NCBI Description (AC004683) unknown protein [Arabidopsis thaliana] 

Seq. No. 52532 

Seq. ID uC-gmropicl03e01bl 

Method BLASTN 

NCBI GI g255407 



8634 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236 

1.0e-130 

292 

15 

repetitive proline-rich protein {cDNA clone 1A10-2} 
[Glycine max=soybeans, axes germinated for 31 hours, mRNA, 
943 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52533 

uC-gmropicl03e04bl 

BLASTX 

gl617270 

174 

4.0e-13 

65 

51 

(X94 624) acyl-CoA synthetase 



[Brassica napus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



52534 

uC-gmropicl03h05bl 

BLASTX 

gl362583 

624 

2.0e-65 

118 
96 

beta-tubulin isotype I - nematode (Haemonchus contortus) 
>gi_897749_emb_CAA56353_ (X80047) tubl_cds [Haemonchus 
contortus] 

52535 

uC-gmropicl04bl2bl 

BLASTX 

g2342685 

327 

1.0e-30 

100 

64 

(AC000106) Contains similarity to Rhodococcus amidase 
(gb_D16207) . ESTs gb_T2 0504 , gb_H3 6650, gb_N97 423, gb_H3 6595 
come from this gene. [Arabidopsis thaliana] 

52536 

uC-gmropicl04f08bl 

BLASTX 

g2258317 

183 

2.0e-13 

135 

47 

(AF004879) resistance complex protein I2C-2 [Lycopersicon 
esculentum] 

52537 

uC-gmropicl04g01bl 

BLASTX 

g543959 



8635 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



245 

5.0e-21 

74 

62 

CYSTATHIONINE BETA- SYNTHASE (SERINE SULFHYDRASE) 
(BETA-THIONASE) >gi_388716 (L19501) cystathionine 

beta-synthase [Homo sapiens] >gi__558582_emb_CAA57656_ 
(X82166) cystathionine beta-synthase [Homo sapiens] 

>gi_128 9362 (L14577) cystathionine beta-synthase [Homo 

sapiens] >gi_3776242 (AF042836) cystathionine beta-synthase 

major isoform [Homo sapiens] 

>gi_4 55741 5_r e f _N P_0 0 0 0 62 . l_pCBS_ 

cystathionine-beta-synthase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52538 

uC-gmropicl04g08bl 

BLASTN 

g255407 

247 

1.0e-137 

291 
15 

repetitive proline-rich protein { cDNA clone 1A10-2} 
[Glycine max=soybeans, axes germinated for 31 hours, mRNA, 
943 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52539 

uC-gmropic!04h08bl 

BLASTX 

g3885341 

251 

2.0e-21 

118 

47 

(AC005623) unknown protein [Arabidopsis thaliana] 
52540 

uC-gmropicl05b01bl 

BLASTN 

gl70065 

235 

1.0e-129 

299 

19 

Soybean (G.max) proline-rich cell wall protein (SbPRP2) 
gene, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52541 

uC-gmropicl05d04bl 

BLASTX 

g3776559 

358 

4.0e-34 

125 

58 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 



8636 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

52542 

uC-gmropicl05el2bl 

BLASTX 

g2244907 

177 

2.0e-13 

68 

51 

(Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 

52543 

uC-gmropicl05g07bl 

BLASTX 

g3980413 

169 

5.0e-12 

111 

41 

(AC004561) pumilio-like protein [Arabidopsis thaliana] 
52544 

uC-gmropicl05hllbl 

BLASTX 

g3158476 

254 

3.0e-22 

57 

88 

(AF067185) aquaporin 2 [Samanea saman] 
52545 

uC-gmropicl06c04bl 

BLASTX 

g2058454 

533 

2.0e-54 

128 

80 

(U65390) CaMB-channel protein [Nicotiana tabacum] 
52546 

uC-gmropicl06e07bl 

BLASTX 

g3242709 

547 

4.0e-56 

153 
65 

(AC00304 0) putative guanine nucleotide-binding protein 
[Arabidopsis thaliana] 

52547 

uC-gmropicl06g03bl 



8637 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



II 



BLASTX 

g3395432 

241 

2.0e-20 

56 

77 

(AC004683) unknown protein [Arabidopsis thaliana] 
52548 

uC-gmropicl06g06bl 

BLASTN 

gl8588 

234 

1.0e-129 

284 

98 

Soybean gene 3 for chalcone synthetase protein 
52549 

uC-gmropicl06hllbl 

BLASTN 

g3821780 

37 

3.0e-ll 

50 

51 

Xenopus laevis cDNA clone 27A6-1 



52550 

uC-gmropicl07a06bl 

BLASTX 

g3522943 

435 

4.0e-43 

111 

43 

(AC004411) putative 



p-glycoprotein [Arabidopsis thaliana] 



52551 

uC-gmropicl07b02bl 

BLASTX 

g4115373 

244 

1.0e-20 

140 

9 

(AC005967) receptor-like protein kinase [Arabidopsis 
thaliana] 

52552 

uC-gmropicl07cl2bl 

BLASTN 

g255407 

109 

1.0e-54 

153 

31 



8638 



NCBI Description 



repetitive proline-rich protein {cDNA clone 1A10-2} 
[Glycine max=soybeans, axes germinated for 31 hours, mRNA, 
943 nt] 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52553 

uC-ginropicl07e04bl 

BLASTX 

g4432832 

234 

1.0e-19 

111 

48 

(AC006283) similar to protein Htf9C [Arabidopsis thaliana] 



52554 

uC-gmropicl07fl2bl 

BLASTN 

g4220641 

38 

4.0e-12 

82 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUL3, complete sequence [Arabidopsis thaliana] 



PI clone: 



52555 

uC-gmropicl07h02bl 

BLASTX 

g4099833 

397 

1.0e-38 

136 

55 

(U90265) bifunctional 



nuclease [Zinnia elegans] 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



52556 

uC-gmropicl08c06bl 

BLASTX 

g3395431 

215 

3.0e-17 

73 

55 

(AC004 683) unknown protein 
52557 

uC-gmropicl08d03bl 

BLASTX 

g2827556 

272 

3.0e-24 



60 

(AL021635) predicted protein [Arabidopsis thaliana] 
52558 

uC-gniropicl08g07bl 



8639 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3445212 

258 

3.0e-22 

78 

67 

(AC004786) 



putative chloroplast envelope Ca2+-ATPase 



[Arabidopsis thaliana] 
52559 

uC-gmropicl09gl0bl 

BLASTX 

g4378659 

345 

2.0e-32 

142 

46 

(AF107726) cyclic nucleotide gated channel [Arabidopsis 
thaliana] 



52560 

uC-gmropicl09hl2bl 

BLASTX 

g4519673 

476 

5.0e-48 

116 

26 

(AB017694) WREBP-2 



[Nicotiana t aba cum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



52561 

uC-ginropicll0b02bl 

BLASTN 

g255407 

348 

0.0e+00 

364 

15 

repetitive proline-rich protein { cDNA clone 1A10-2} 
[Glycine max= soybeans, axes germinated for 31 hours, mRNA, 
943 nt] 



52562 

uC-gmropicll0b04bl 

BLASTN 

g3982595 

286 

1.0e-160 

380 

94 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



52563 

uC-gmropicll0b06bl 

BLASTX 

g2960364 

466 



8640 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



1.0e-46 

122 
74 

(AJ224 98 6) cinnamoyl CoA reductase [Populus balsamif era 
subsp . trichocarpa] 

52564 

uC-gmropicll0d02bl 

BLASTN 

g255407 

376 

0.0e+00 

384 

14 

repetitive proline-rich protein {cDNA clone 1A10-2} 
[Glycine max=soybeans, axes germinated for 31 hours, mRNA, 
943 nt] 

52565 

uC-gmropiclllb04bl 

BLASTX 

g2136107 

186 

6.0e-14 

98 

43 

retinoblastoma protein binding protein RBQ-3 - human 
>gi_755750__emb__CAA59446_ (X85134) RB protein binding 
protein [Homo sapiens] 



52566 

uC-gmropicl 1 IdO 8bl 

BLASTX 

g4335739 

223 

4.0e-18 

52 
79 

(AC006248) hypothetical protein 



[Arabidopsis thaliana] 



52567 

uC-gmropiclllellbl 

BLASTN 

gl8764 

206 

1.0e-112 

386 
88 

G.max tefSl gene for elongation factor EF-la 
52568 

uC-gmropiclllg03bl 

BLASTX 

g2623296 

355 

1.0e-33 
120 



8641 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

(AC002409) hypothetical protein [Arabidopsis thaliana] 
52569 

uC-gmropicll2allbl 

BLASTN 

gl70065 

272 

1.0e-151 

296 
11 

Soybean (G.max) proline-rich cell wall protein (SbPRP2) 
gene, complete cds 

52570 

uC-gmropicll2d09bl 

BLASTX 

g3688187 

330 

1.0e-30 

70 
81 

(AL031804) putative protein [Arabidopsis thaliana] 
52571 

uC-gmropicll2g09bl 

BLASTX 

g3056593 

260 

1.0e-22 

107 

48 

(AC004255) T1F9.14 [Arabidopsis thaliana] 
52572 

uC-gmropicll3el2bl 

BLASTN 

g3982595 

40 

9.0e-14 

108 

84 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



52573 

uC-gmropicll4b01bl 

BLASTN 

gl675195 

91 

1.0e-43 

215 

86 

Pisum sativum (clone PsRCI22-3) 
complete cds 



callus protein P23 mRNA, 



Seq. No. 
Seq. ID 



52574 

uC-gmropicl!5a07bl 



8642 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g4455155 

196 

3.0e-15 

115 

37 

(AL022023) 



EF-1 alpha - like protein (fragment) 



[Arabidopsis thaliana] 
52575 

uC-gmropicll5al0bl 

BLASTX 

g3021272 

200 

2.0e-15 

149 
40 

(AL022347) serine /threonine 
[Arabidopsis thaliana] 



kinase - like protein 



52576 

uC-gmropicll5b02bl 

BLASTX 

g3461844 

331 

7.0e-31 

131 

51 

(AC005315) hypothetical protein [Arabidopsis thaliana] 
52577 

uC-gmropicll5d02bl 

BLASTX 

g2500354 

155 

8.0e-ll 

27 
100 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_l 9028 94_dbj__BAAl 94 62_ 
(AB001891) QM family protein [Solanum melongena] 

52578 

uC-gmropicll7dllbl 

BLASTX 

g2392772 

223 

8.0e-19 

51 

80 

(AC002534) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 

52579 

uC-gmropicl20dllbl 

BLASTX 

g2462762 

339 



8643 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-32 

121 

57 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

52580 

uC-gmropicl20h!2bl 

BLASTN 

gl70048 

362 

0.0e+00 

414 

13 

Glycine max SbPRPl gene encoding a proline-rich protein, 
complete cds 

52581 

uaw700660746.hl 

BLASTN 

g2282583 

97 

2.0e-47 

228 
86 

Zea mays elongation factor 1-alpha (EF1-A) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



52582 

uaw700660755.hl 

BLASTX 

g2129626 

146 

2.0e-09 

93 

49 

J-domain protein - Arabidopsis thaliana 
>gi_928936_emb_CAA89204_ (Z49238) J-domain protein 

[Arabidopsis thaliana] >gi_1585434_prf 2124427A diamide 

resistance gene [Arabidopsis thaliana] 

52583 

uaw700660787.hl 

BLASTX 

g2501612 

157 

2.0e-22 

91 

52 

HYPOTHETICAL 89.8 KD PROTEIN YPL207W 

>gi_2133000_pir S65226 probable membrane protein YPL207w 

yeast (Saccharomyces cerevisiae) >gi_1370430_emb_CAA97922_ 
(Z73563) ORF YPL207w [Saccharomyces cerevisiae] 

52584 

uaw700660811.hl 
BLASTX 



8644 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g421960 
187 

2.0e-28 

90 

76 

small nuclear ribonucleoprotein U2B T 1 - potato >gi_16958 9 
(M728 92) spliceosomal protein [Solanum tuberosum] 

52585 

uaw700660833.hl 

BLASTX 

gll68863 

249 

2.0e-21 

84 

56 

CADMIUM INDUCED PROTEIN AS 8 >gi __629507__pir S47247 

cadmium-induced protein - Arabidopsis thaliana 
>gi_534 902__emb_CAA85363_ (Z36896) cadmium induced protein 
[ Ar abidops i s t hal iana ] >gi__2 82828 2_emb__CAAl 6 6 9 6 . 1_ 
(AL021687) cadmium- induced protein [Arabidopsis thaliana] 
>gi_2832634_emb_CAA16763_ (AL021711) cadmium- induced 
protein [Arabidopsis thaliana] 



Seq. No. 


52586 


Seq. ID 


uaw700660837.hl 


Method 


BLASTX 


NCBI GI 


g4049345 


BLAST score 


348 


E value 


4.0e-33 


Match length 


107 


% identity 


20 


NCBI Description 


(AL034567) putative 


Seq. No. 


52587 


Seq. ID 


uaw700660840.hl 


Method 


BLASTX 


NCBI GI 


gl30720 


BLAST score 


202 


E value 


6.0e-16 


Match length 


87 


% identity 


47 


NCBI Description 


PROTEOLIPID PROTEIN 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



H-i- -transporting ATPase (EC 3.6.1.35) lipid-binding protein 
- yeast (Saccharomyces cerevisiae) >gi_172221 (M35294) 
proteolipid protein of proton ATPase [Saccharomyces 
cerevisiae] >gi_500700 (U10399) Ppalp: Proteolipid protein 
of proton ATPase [Saccharomyces cerevisiae] 

52588 

uaw700660851.hl 

BLASTN 

gl8737 

285 

1.0e-159 

333 

21 



8645 



NCBI Description Glycine max RPRP3 gene for repetitive proline-rich protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52589 

uaw700660868.hl 

BLASTX 

g731758 

170 

3.0e-12 

106 

41 

HYPOTHETICAL 67.8 KD PROTEIN IN IKI1-ERG9 INTERGENIC REGION 

>gi_626691__pir S46687 hypothetical protein YHR188c - yeast 

(Saccharomyces cerevisiae) >gi_458939 (U00030) Yhrl88cp 
[Saccharomyces cerevisiae] 



Seq. No. 


52590 


oeq. iu 


uaw /uuoouyii .ni 


Method 




NUdI bl 


g4 Jzo J Jo 


r$u\o l score 


4 u y 


E value 


J . ue-4U 


Match length 


LIU 


% xaennty 


an 
b / 


w^Di ucotiiption 


[ah lzoo yz y no aerinition line rouna [Araoiaopsis r.nananaj 


Seq. No. 


52591 


beq. lu 


uaw/uUbouyzo . ni 


Method 


BLASTX 


MPD t r-> -r 


gzloul73 


r>±j\o i score 




E value 


1 . Oe-Uo 


Match length 


106 


% identity 


a 

D 


wldi uescripixon 


iAuuuuioz) bimiiar to n. taioacura salt-mauciDle protein 




(go uuozoo) . [AraDiaopsis tnalianaj 


Seq. No. 


52592 


Seq. ID 


uaw700660947.hl 


Method 


BLASTN 


NCBI GI 


gl69980 


BLAST score 


104 


E value 


2.0e-51 


Match length 


196 


% identity 


88 


NCBI Description 


Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 


Seq. No. 


52593 


Seq. ID 


uaw700660963.hl 


Method 


BLASTX 


NCBI GI 


gl351271 


BLAST score 


118 


E value 


5-0e-ll 


Match length 


74 


% identity 


53 


NCBI Description 


TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 




>gi_1084309j>ir S52032 triose-phosphate isomerase (EC 




5.3.1.1) precursor, chloroplast - spinach >gi_8 06312 



8646 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



(L36387) triosephosphate i some rase, chloroplast isozyme 
[Spinacia oleracea] 



52594 

uaw700661004.hl 

BLASTN 

gl495767 

126 

2.0e-64 

266 

87 

P. sativum mRNA for 
protein IEP110 



110 kD chloroplast inner envelope 



52595 

uaw700661033.hl 

BLASTX 

g3036840 

189 

2.0e-14 

88 

39 

(AJ222967) cystinosin [Homo sapiens] 
>gi_3036851_emb_CAA75882_ (Y15924) cystinosin [Homo 
sapiens] 

52596 

uaw700661163.hl 

BLASTX 

gl36057 

312 

8.0e-29 

92 

66 

TRIOSEPHOSPHATE I SOME RASE, CYTOSOLIC (TIM) 

>gi__99499_pir A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



52597 

uaw700661172 
BLASTX 
g3287695 
192 

9.0e-15 

97 

45 

(AC003979) 
gb_1729503 
thaliana] 



,hl 



Similar to hypothetical protein C34B7.2 
from C. elegans cosmid gb_Z83220. [Arabidopsis 



52598 

uaw700661263.hl 

BLASTX 

g2623311 

171 

1.0e-12 



8647 



Match length 

% identity 

NCBI Description 



II 



38 
89 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi_3402720 (AC004261) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



52599 

uaw700661285.hl 

BLASTN 

gl724101 

56 

6.0e-23 

128 

86 

Mesembryanthemum crystallinum S-adenosyl-L-homocystein 
hydrolase mRNA, complete cds 

52600 

uaw700661286.hl 

BLASTN 

gl69040 

35 

2.0e-10 

102 
84 

Pea 1-aminocyclopropane-l-carboxylate oxidase mRNA, 
complete cds 

52601 

uaw700661307.hl 

BLASTN 

g3021337 

136 

2.0e-70 

276 

87 

Cicer arietinum mRNA for cytosolic 
fructose-1, 6-bisphosphate aldolase 

52602 

uaw700661328.hl 

BLASTX 

g2119719 

138 

1.0e-18 

52 

94 

heat-shock cognate protein 70-3 - tomato >gi_762844 
(L41253) Hsc70 [Lycopersicon esculentum] 

52603 

uaw700661382.hl 

BLASTN 

g2970554 

260 

1.0e-144 
331 



8648 





98 

.70 


NIP TAT nocpyi nti nn 


OXyv-XIlfcS lUa. A. aopai, LUJ\.lilaoc liUlLLL> 111c Ucliy uiuy cUaoc 




^■ttJEY no i_vn / yciiC/ ljcix l,xclx ouo 


Oc^. IN U • 


COCA/ 


Sea ID 


uaw700661387 hi 


Method 


BLASTN 


NCBI GI 


a2920665 


BLAST score 


258 


E value 


1.0e-143 










1N\_-£J JL UCDLIip 1 Lull 


r!!! t r /-i n wiov 0 4 — n "i nHnpi hi o nfafhi ono Q-fyancf dt; 
u±y OXIlC lLLctJi. f '-1 U ±liUUU-LUXc ^ lUta tilJ-UilC O LlailDlclt 




(GSTal mRNA romnletp rd<? 


C L£ • Vi \J • 


JiUU J 


Sea. ID 


uaw700661450 hi 




RT.A^TN 


NCBI GI 


UJUl UU J J 


BLAST score 


33 


E value 


2.0e-09 


Ma^nh 1 on rr"h h 


7Q 


S- •? Honf i hw 
^ XLltSlILXLy 


-JO 


KIp"D T nfi5r , 'r"i nfi nn 


rix aJJluOp&lb UllciXXa.Ila. CJcXlOItlxC L/lN.Hj ClJ-XOIllOSOlLie O/ irx 
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L v iJt\riX _? / LUIlipicLc ocC^UtrllCtr irz.L cilJXCxOpo lb UncL-LXdlld. J 


oecj . JNO . 


OZDUO 




n3w7fl(j^^1 48° hi 




IDXjrio 1 A 


NCBI GI 


g2443886 


BLAST score 


398 


Hi vaJ-Uc 


O • Utr 




Q7 


o XUcuLi Ly 


O X 


NPRT npqpri nl - "i nn 


( ACOOJJQd ) Unknown nrof^i n rArshi Hnnqi <; i~h^ 1 i ^in^ 1 




ou / 


Spa ID 


uaw / uwuuxoou • lix 


Method. 


BLASTN 


NCBI GI 


a3041 08 


BLAST score 


34 


E value 


8.0e-10 


Lid LL>X1 XcllLJ L.II 


1 f)6 
luu 


o lUcHLlLy 


o o 


TvT f™ 1 O T° O a o v n T""i +"i ^ 

inoi5x usbcripiion 


Arabidopsis thaliana poly (A) —binding protein ltTRNA,- 




cds 


O C CJ . IN U . 




Qorr TD 


n^w7n0fifi17R9 hi 
UciW / UUDDX / JZ .IlX 


Method 


RT.A^TN 

Ojutuj J. J-iJ 


NCBI GI 


g3982595 


BLAST score 


93 


E value 


4.0e-45 


Match length 


177 


% identity 


92 



clone: 



NCBI Description Glycine max cationic peroxidase 2 (Prx2) mRNA, complete cds 



8649 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52609 

uaw700661812.hl 

BLASTX 

g2492506 

200 

5.0e-18 

69 

68 

PEROXISOME ASSEMBLY FACTOR-2 (PAF-2) (PEROXISOMAL-TYPE 

AT PAS E 1} (PEROXIN-6) >gi_2135899_pir S71090 peroxisome 

biogenesis disorder group 4 protein PXAAA1 - human 
>gi_1354753 (U56602) Pxaaalp [Homo sapiens] 

52610 

uaw700661887.hl 

BLASTX 

g2146746 

137 

1.0e-08 

51 

53 

protein kinase (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_166819 (L05562) protein kinase [Arabidopsis thaliana] 



Seq. No. 


52611 


Seq. ID 


uaw700661923.hl 


Method 


BLASTX 


NCBI GI 


g2213588 


BLAST score 


188 


E value 


2.0e-16 


Match length 


67 


% identity 


20 


NCBI Description 


(AC000348) T7N9.8 [Arabidopsis thaliana] 


Seq. No. 


52612 


Seq. ID 


uaw700661980.hl 


Method 


BLASTX 


NCBI GI 


g728906 


BLAST score 


255 


E value 


4.0e-22 


Match length 


63 


% identity 


76 


NCBI Description 


PROBABLE CALCIUM- TRANS PORTING AT PAS E 5 



>gi_1077722_pir S50669 hypothetical protein YER166w 

yeast (Saccharomyces cerevisiae) >gi_603407 (U18922) 
Yerl66wp [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52613 

uaw700662025.hl 

BLASTN 

g479059 

118 

6.0e-60 

242 

88 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 



8650 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52614 

uaw700662059.hl 

BLASTX 

gl071913 

184 

8.0e-14 

76 

55 

cysteine synthase (EC 4.2.99.8) C precursor, 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) 
synthase [Spinacia oleracea] 



mitochondrial 
cysteine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52615 

uaw700662064.hl 

BLASTX 

g2961386 

169 

4.0e-12 

100 
41 

(AL022141) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52616 

uaw700662075.hl 

BLASTX 

g3402758 

168 

2.0e-22 

111 

58 

(AL031187) serine/threonine kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 


52617 


Seq. ID 


uaw700662091.hl 


Method 


BLASTX 


NCBI GI 


g3831469 


BLAST score 


333 


E value 


3.0e-31 


Match length 


108 


% identity 


55 


NCBI Description 


(AC005700) hypothetical 


Seq. No. 


52618 


Seq. ID 


uaw700662226.hl 


Method 


BLASTX 


NCBI GI 


g4263526 


BLAST score 


147 


E value 


2.0e-09 


Match length 


68 


% identity 


41 


NCBI Description 


(AC004044) hypothetical 


Seq. No. 


52619 


Seq. ID 


uaw700662302.hl 


Method 


BLASTX 


NCBI GI 


g3047117 



8651 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231 

9.0e-20 

49 

86 

(AF058 919) similar to ATP-dependent RNA helicases 
[Arabidopsis thaliana] 

52620 

uaw700662372.hl 

BLASTX 

g3540206 

242 

5.0e-21 

49 

86 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 
52621 

uaw700662401.hl 

BLASTX 

g2190259 

214 

1.0e-17 

60 
67 

(D86385) A-type cyclin [Catharanthus roseus] 
52622 

uaw700662410.hl 

BLASTX 

g2827656 

225 

6.0e-19 

67 

64 

(AL021637) DAG-like protein [Arabidopsis thaliana] 
52623 

uaw700662434.hl 

BLASTN 

g4115336 

92 

2.0e-44 

245 

23 

Pisum sativum (Alaska) ubiquitin (PUB3) gene, complete cds 
52624 

uaw700662721.hl 

BLASTX 

g3482926 

257 

2.0e-22 

98 

54 

(AC003970) Highly similar to cinnamyl alcohol 
dehydrogenase, gi_1143445 [Arabidopsis thaliana] 



8652 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52625 

uaw700662768.hl 

BLASTX 

g3152566 

353 

1.0e-33 

107 

62 

(AC002986) Similar to hypothetical protein YLR002c, 
gb_Z7314 from S. cerevisiae. [Arabidopsis thaliana] 

52626 

uaw700662917.hl 

BLASTX 

g3461813 

340 

2.0e-32 

76 

83 

(AC004138) putative sucrose/H+ symporter [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52627 

uaw700663189.hl 

BLASTX 

g4102839 

316 

1.0e-29 

76 

75 

(AF016713) LeOPTl 



[Lycopersicon esculentum] 



52628 

uaw700663311.hl 

BLASTX 

g4539327 

279 

3.0e-25 

85 

66 

(AL035679) putative proton pump [Arabidopsis thaliana] 
52629 

uaw700663335.hl 

BLASTX 

gl449179 

285 

7.0e-26 

73 
77 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 



52630 

uaw700663379.hl 
BLASTX 



8653 



NCBI GI 


g3548808 


BLAST score 


334 


E value 


1.0e-31 


Match length 


82 


% identity 


72 


NCBI Description 


(AC005313) unknown protein [Arabidopsis thaliana] 


Seq. No. 


52631 


Seq. ID 


uaw700663563.hl 


Method 


BLASTN 


NCBI GI 


g22635 


BLAST score 


103 


E value 


2.0e-51 


Match length 


115 


% identity 


97 


NCBI Description 


P. vulgaris mRNA for 70 kD heat shock protein 


Seq. No* 


52632 


Seq. ID 


uaw700663577.hl 


Method 


BLASTN 


NCBI GI 


g414831 


BLAST score 


82 


E value 


2.0e-38 


Match length 


207 


% identity 


92 


NCBI Description 


Glycine max (Rablp) mRNA, complete cds 


Seq. No. 


52633 


Seq. ID 


uaw700663615.hl 


Method 


BLASTX 


NCBI GI 


g2245038 


BLAST score 


154 


E value 


4.0e-13 


Match length 


84 


% identity 


45 


NCBI Description 


(Z97342) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


52634 


Seq. ID 


uaw700663619.hl 


Method 


BLASTX 


NCBI GI 


gl943751 


BLAST score 


320 


E value 


6.0e-30 


Match length 


87 


% identity 


69 


NCBI Description 


(U93845) Arabidopsis thaliana ER-type calcium pump 



protein, complete sequence >gi_2078292 (U96455) ER-type 
Ca2-f- -pumping ATPase; ECAlp [Arabidopsis thaliana] 



Seq. No. 52635 

Seq. ID uaw700663652.hl 

Method BLASTN 

NCBI GI g3986749 

BLAST score 96 

E value 9.0e-47 

Match length 215 

% identity 92 



8654 




NCBI Description Hevea brasiliensis serine/threonine protein phosphatase 
type 2A (PP2A) mRNA, complete cds 



Seq. No. 


52636 


Seq. ID 


uaw700663774.hl 


Method 


BLASTX 


NCBI GI 


g2160161 


BLAST score 


161 


E value 


2.0e-ll 


Match lencrth 


81 


% identity 


5 


NCBI Description 


(AC000132) F21M12.7 gene product [Arabidopsis thaliana 


Seq. No. 


52637 


Seq. ID 


uaw700663842.hl 


Method 


BLASTN 


NCBI GI 


gl370149 


BLAST score 


90 


E value 


3. Oe-43 


Match length 


126 


% identitv 


93 


NCBI Description 


L.japonicus mRNA for small GTP-binding protein, RAB11E 


Seq. No. 


52638 


Seq. ID 


uaw700663868.hl 


X XV_~ Ull v vL 


BLASTX 


NfRT ftT 

I.NUD1 vJX 






191 


E value 


6.0e-15 




80 


O X\jtCll L. _L L. y 




NCBI Description 


(AC004793) F28K20.12 [Arabidopsis thaliana] 


Seq. No. 


52639 


Seq. ID 


uaw700663888.hl 


Method 


BLASTX 


NCBI GI 


a2739371 


BLAST score 


303 


E value 


4 . Oe-28 


Match lenrrth 

X> X(_i U vil ±^X1U X X 


80 


% identity 


72 


NCBI Description 


(AC002505) unknown protein [Arabidopsis thaliana] 


Seq. No. 


52640 


Seq. ID 


uaw700663896.hl 


Method 


BLASTX 


LNVOl ui. 


nddl 7?flfi 
y tc t± jl / ouo 


BLAST qrnrp 


157 


J—i V Ct-L UC 


O.Uc XX 


Match length 


67 


% identity 


34 


NCBI Description 


(AC006446) putative Athila retroelement 0RF1 protein 




[Arabidopsis thaliana] 


Seq. No. 


52641 


Seq. ID 


uaw700664253.hl 


Method 


BLASTX 



8655 



NCBI GI 


g4220519 


BLAST score 


329 


E value 


4 . Oe-31 


Match length 


71 


% identity 


87 


NCBI Description 


(AL035356) putative protein binding protein [Arabidops 




thaliana] 


Seq. No. 


52642 


Seq. ID 


uaw700664284.hl 


Method 


BLASTX 


NCBI GI 


g4432846 


BLAST score 


146 


E value 


1.0e-09 


Match length 


74 


% identity 


53 


NCBI Description 


(AC006283) unknown protein [Arabidopsis thaliana] 


Seq. No. 


52643 


Seq. ID 


uaw700664285.hl 


Method 


BLASTX 


NCBI GI 


g3327394 


BLAST score 


301 


E value 


7.0e-28 


Match length 


79 


% identity 


68 


NCBI Description 


(AC004483) putative RNA helicase [Arabidopsis thaliana 


Seq. No. 


52644 


Seq. ID 


uaw700664332.hl 


Method 


BLASTN 


NCBI GI 


g3832511 


BLAST score 


112 


E value 


3. Oe-56 


Match length 


248 


% identity 


86 


NCBI Description 


Astragalus meinbranaceus granule-bound glycogen (starch 




synthase mRNA, complete cds 


Seq. No. 


52645 


Seq. ID 


uaw700664453.hl 


Method 


BLASTX 


NCBI GI 


g3258571 


BLAST score 


236 


E value 


4.0e-20 


Match length 


70 


% identity 


69 


NCBI Description 


(U89959) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


52646 


Seq. ID 


uaw700664461.hl 


Method 


BLASTX 


NCBI GI 


g3036795 


BLAST score 


151 


E value 


1.0e-13 


Match length 


65 


% identity 


72 



8656 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AL022373) putative protein [Arabidopsis thalianaj 
>gi_3805857_emb_CAA21477_ (AL031986) putative protein 
[Arabidopsis thaliana] 

52647 

uaw700664515.hl 

BLASTX 

g2827519 

190 

9.0e-15 

38 

79 

(AL021633) predicted protein [Arabidopsis thaliana] 
52648 

uaw700664523.hl 

BLASTX 

g3283026 

201 

5.0e-16 

83 
43 

(AF051562) putative transposase [Arabidopsis thaliana] 
52649 

uaw700664555.hl 

BLASTN 

g3599418 

101 

9.0e-50 

178 

89 

Glycine max alternative oxidase precursor (Aoxl) gene, 
nuclear gene encoding mitochondrial protein, complete cds 

52650 

uaw700664559.hl 

BLASTX 

g4455323 

295 

3.0e-27 

67 

84 

(AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52651 

uaw700664613.hl 

BLASTX 

gl352439 

167 

7.0e-21 

86 
67 

EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5) 
>gi_1008881 (L47221) eukaryotic initiation factor 5 
[Phaseolus vulgaris] 



8657 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52652 

uaw700664723.hl 

BLASTX 

gl946355 

321 

4.0e-30 

85 

73 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 



C orT Kin, 




Seq, ID 


uaw700664746.hl 


Method 


BLASTX 






BLAST score 


one 


E value 


2. . Oe-lo 


Match length 




% identity 


49 


NCBI Description 


(U12626) copia-like 




[Zea mays] 


Seq. No. 


52654 


Seq. ID 


uaw700664790 .hi 


Method 


BLASTX 


NCBI GI 


g3548806 


BLAST score 


296 


E value 


2 . Oe-27 


Match length 


80 


% identity 


75 


NCBI Description 


(AC005313) unknown 


Seq. No. 


52655 


beq. lu 


uaw / uu bo4 y 14 . nl 


Method 


BLASTX 


NCBI GI 


gl532169 


oiiAo i score 


ice 
loo 


E value 


1.0e-10 


Match length 


65 


% identity 


49 


NCBI Description 


(U63815) similar to 




encoded by GenBank , 




thaliana] 


Seq. No. 


52656 


Seq. ID 


uaw700665053.hl 


Method 


BLASTX 


NCBI GI 


g2464879 


BLAST score 


164 


E value 


8.0e-12 


Match length 


46 


% identity 


67 


NCBI Description 


(Z99707) caltractin 


Seq. No. 


52657 



caltractin-like protein [Arabidopsis thaliana] 



8658 




Seq. ID 


uaw700665064 .hi 


Method 


BLASTX 


NCBI GI 


g3273243 


BLAST score 


212 


E value 


2.0e-17 


Match length 


44 


% i dpn t i t v 


50 


NPRT DpQpri nf i nn 










safci val 


KJ v3 • Li ^/ • 


52658 


Seq. ID 


uaw700665078 hi 


Method 


BLASTX 


NCBI GI 


g4239845 


BLAST score 


305 


E value 


3 . Oe-28 


Match length 


79 


% i Hpnt* i i*v 


66 


NCBI Description 


(AB015855) transcription factor TEIL [Nicotiana tabacum] 


Spa No 


52659 


Sea ID 


uaw700665108 hi 


Method 


BLASTN 


NCBI GI 


g20355 


BLAST score 


53 


i-i V CL J. U.C 


a np-?i 

T • UC X 


Mair'H 1 pn rri~ Vi 

110 LOll icny L-il 




^> xu.srii l X i_y 




NCBI Descrintion 


T? ■? ppa rrrol mRW A "F(^T" a t~ c-rpl afaH fZTP — TiHn firr nrnt" o i n 

O C. J- y ^ J- iLLLVL^n. J-KJX. Cl 1 ao IClaLCU VJJLJT AJXllLlXliy ^ LC±il 






Sea ID 


uaw70066S1^4 hi 

U.O. W /VWUUOXJ'l • ilX 


Method 


BLASTN 


NCBI GI 


g310560 


BLAST score 


242 


E value 


1 . Oe-134 


Match 1 print h 


256 


%. \ Hf^irh "i +■ \t 

O J_ U.C11 L. J_ L. y 




NCBI DpsrriDf i on 




9 prr "Wo 


D£ OOl 


Sea ID 


U.C1 VV I UUUUv/1 JO • 11X 


Method 


BLASTX 


NCBI GI 


g3047119 


BLAST score 


234 


TT vfl 1 IIP 


. u z, x 


1 -ICl l_ V^li -LtSiiyL-ll 




0 iuci x u j_ l. y 




NPRT Dp^rrinfion 


inu uciiuiLiuii line louna L-"-raDxQopsi5 unaiiana 






Seq. ID 


uaw700665228.hl 


Method 


BLASTX 


NCBI GI 


g3128228 


BLAST score 


315 


E value 


2.0e-29 



8659 



Match length 


67 


% identity 


90 


NCBI Description 


(AC004077) putative ribosomal protein L18A 




thaliana] >gi_3337376 (AC004481) putative . 




L18A [Arabidopsis thaliana] 


Seq. No. 


52663 


Seq. ID 


uaw700665239.hl 


Method 


BLASTX 


NCBI GI 


g2462828 


BLAST score 


249 


E value 


1.0e-21 


Match length 


85 


% identity 


53 


NCBI Description 


(AF000657) hypothetical protein [Arabidops 


Seq. No. 


52664 


Seq. ID 


uaw700665255.hl 


Method 


BLASTX 


NCBI GI 


g3096920 


BLAST score 


144 


E value 


2.0e-09 


Match length 


82 


% identity 


34 


NCBI Description 


(AL023094) putative ketoacyl-CoA synthase 




thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52665 

uaw700665290.hl 

BLASTX 

g2493646 

338 

2.0e-32 

83 
83 

MITOCHONDRIAL CHAPERONIN HSP60-2 PRECURSOR >gi_309559 
(L21008) chaperonin 60 [Zea mays] >gi_309561 (L21006) 
mitochondrial chaperonin 60 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52666 

uaw700665301.hl 

BLASTX 

g3426041 

163 

1.0e-ll 

43 
67 

(AC005168) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



52667 

uaw700665355.hl 

BLASTX 

g2252628 

192 

6.0e-15 

82 
51 



8660 



NCBI Description (U95973) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


52668 


Seq. ID 


uaw700665359.hl 


Method 


BLASTX 


NCBI GI 


g4490736 


BLAST score 


216 


F 1 hp 


9. Oe-18 


Match l6ngth 


85 


O L J. L y 


44 


XN \sl—> _L L> O ^ J LU U J. Vll 


fATiO'^R^Oft ) niifpf i vp nrntp i n f At^Vii finn^ "is thplianal 

\ iixj u j j i \j \j / yULCiuxvc k^j.wc^xii i_niQjjxu.uk/vjj.ij Liiaxxana j 


Seq. No. 


52669 


Sea ID 


uaw700665362 hi 


Method 


BLASTX 


NCBI GI 


Q465602 


BLAST score 


272 


E value 


2.0e-24 


lid Luii xciiy 1*11 


86 


O lUCllLiLy 


64 


DIUDX UCu^J L LJ L. X lw> i i 


HYPOTHFTTrAT. ^9 9 KD PPOTFTN TN NFn-FRTTA TNTFRf^FKnT' RFCTOKf 

n ± IZ KJ ± n£j x X ^.rtXj O «£. . y i\U X JAW ± J_i X XN X In uT U X X\U.rl X IN X Cj JaU J— i In X W JaljUI vLN 




x tujoo j ^ uuuuu / / y cxln [ do unci l i x d luj l j /yi x / \j \j ~j \j 




( AF. 000*^0^^ nrf n:\mo1~ H^'h'i ra 1 nrrifpi n fFciphPT"i rhi a pnl "i 1 

\ xlX_i \J \J \J \J \J j Ul X j il^y^JV^ L-llv! LXUCIX k^XU LCJ.11 |_ X_i O XL-llXu J L j 




^rH 744900 nrf 901 49 C \'3RT. wpnNf rrpano r^Qphpri phi a r<ol H 1 




52670 


Seq. ID 


uaw700665388.hl 


Method 


BLASTX 


NPRT (IT 


a2388689 

yz, ju u wu J 




9QP 


Ej vai Lit; 




j/ja. l. oil xtsiiy uxi 


D O 


o X(J.Gli.t_X L_y 


7 Q 




\n£ UlUuJJ/ ull X LyLULC±U LulyLlllC LllcL2\ j 


Sea No 


52671 


Seq. ID 


uaw700665393.hl 


Method 


BLASTX 




a4 SS93^? 
y i j j j j j j 


OUriU 1 O O W X >3- 


205 


n» value 


9 0a-1 ^ 


Match lenath 


83 




^7 




^A(^007^ft7^ nn Vn otaTTI r> r*r^ +* o *i n rAyal^TH r^,T\ en ^ rhal n anal 

^n.\^UU / uO / / Lili JS.11U Wil piU LC±li L-"-- 1 - CtJJXLILJLyo X O LilCtXX duel j 


Sea. No. 


52672 


Sea ID 


uaw7006fi c i3Q c i hi 

U.O.KV / UUUUJ J . iiX 


Method 


BLASTN 


NCBI GI 


g2285801 


BLAST score 


64 


E value 


1.0e-27 


Match length 


192 


% identity 


83 


NCBI Description 


Spinacia oleracea mRNA for 26S proteasome alpha subunit, 




complete cds 


Seq. No. 


52673 



8661 



Seq. ID 


uaw700665445.hl 


Method 


BLASTN 


NCBI GI 


g975703 


BLAST score 


48 


E value 


4 . Oe-18 


Match length 


134 


% identitv 


52 


NCBI Description 


P. sativum GR gene 


Sea No 


52674 


Seq. ID 


uaw700665453 .hi 


Method 


BLASTX 


NCBI GI 


g3367522 


BLAST score 


225 


E value 


4.0e-19 


Match length 


59 


% identity 


73 


NCBI Description 


(AC004392) EST ab T04691 rom^c; from this apnp 




thaliana] 


Sea No 


52675 


Seq, ID 


uaw700665513 hi 


Method 


BLASTN 


NCBI GI 


g644492 


BLAST score 


142 


"R V3 1 1 1 p 

i-J V d_l- 


3. Oe-74 


M3t*r*h 7 e^nrrhh 

J. J.CA L~ XCIIU Lil 


222 


O XUCllLX L y 




NC~*RT np^rri nt n nn 


PnTfi o 1 on rxz* "h "l f^n "Fa pfAr 1 a 1 riha rrono rsmr^i 1 o*f~ o 

vUIll ClUliyaLlUU laLLUI -La. -L^Jlla. U " 11" / OUILtLl_Lt; Lc 


. IN \ J . 




Sea ID 


uaw700665579 hi 

LLCL VV / UvUU JJ f J till 


Method 


BLASTN 


NCBI GI 


g497416 


BLAST score 


128 


E value 


4 Oe-66 


Match length 


140 


% identitv 


99 


NCBI Description 


Glycine max Essex dehydrin-like protein mRNA, 


Sea No 


52677 


Seq. ID 


uaw700665591 hi 


Method 


BLASTX 


NCBI GI 


g729092 


BLAST score 


87 


E value 


7.0e-09 


Match length 


62 


% identity 


69 


NCBI Description 


CALCIUM- DEPENDENT PROTEIN KINASE, ISOFORM AK1 



[Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_477484_pir A49082 calcium-dependent protein kinase 

isoform AK1 - Arabidopsis thaliana >gi_304105 (L14771) 
calcium-dependent protein kinase [Arabidopsis thaliana] 

52678 

uaw700665596.hl 

BLASTN 

g710431 



8662 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



108 

6.0e-54 

155 
93 

Glycine max low molecular weight heat shock protein Hsp23.9 
(Gmhsp23. 9) mRNA, complete cds 

52679 

uaw700665655.hl 

BLASTN 

gl8764 

248 

1.0e-137 

252 

100 

G.max tefSl gene for elongation factor EF-la 
52680 

uaw700665677.hl 

BLASTX 

g3894191 

169 

2.0e-12 

57 
51 

(AC005662) unknown protein [Arabidopsis thaliana] 
52681 

uaw700665705.hl 

BLASTX 

g2130080 

165 

1.0e-13 

63 
70 

Nrampl protein - rice >gi_1470320_bbs_177441 (S81897) 
OsNrampl=Nrampl homolog/Bcg product homolog [Oryza sativa, 
indica, cv. IR 36, etiolated shoots, Peptide, 517 aa] 
[Oryza sativa] >gi_2231132 (L41217) integral membrane 
protein [Oryza sativa] 

52682 

uaw700665728.hl 

BLASTX 

gl806144 

160 

2.0e-22 

88 

69 

(X97316) cdc2MsE [Medicago sativa] 
52683 

uaw700665805.hl 

BLASTN 

gl732555 

194 

1.0e-105 



8663 



Match length 


217 


% identity 


98 


NCBI Description 


Glycine max desiccation protective protein LEA5 (Lea5) 




niRNA/ complete cds 




52684 


Seq. ID 


uaw700665820.hl 


Method 


BLASTX 


NCBI GI 


g3461817 


BLAST score 


188 


E value 


1.0e-15 


Match length 


54 


% identity 


72 


NCBI Description 


(AC004138) unknown protein [Arabidopsis thaliana] 


Qprr Nn 




Seq. ID 


uaw700665828 .hi 


Method 


BLASTX 


NCBI GI 


a346287 


BLAST score 


131 


E value 


2.0e-16 


Match length 


76 


% i dent it v 


64 


NCBI Description 


nncl pnl 3T 1 DDPC nol vmvo^i ^ — ^cl PToHpmna nyotpi n — InnmaTi 

iiu -i- \^ \j -x. ci x. iiiuu wux yuiy uux o tZ> J— v> x. vvxc x. illgj. Ks x. w i— w -i_ 1 1 ±i u.iua,ii 




>rri ^RS^ pmh PAA4fiQD4 f Vfifil 1 ^ ^ PM/^cl 1 C\C)\r V) nnrlpnbr 

X *J -J *J *J CllLU U Jv 1 ! J J IT 1*1/ Q O -L iUU JVU ilUUlCUlal 




Drofpi n THmnn c-ani pn^l 






Sea ID 


uaw700665830 hi 


Method 


BLASTN 


NCBI GI 


g479059 


BLAST score 


146 


E value 


1. Oe-76 


Match 1 pncrth 


236 


o _L_ u.u i_ y 


94 


NCBI Description 


Q Tnax f ^Icphv VI ttiRNA fnr rv^tpinp pnHnnpnf i 


Qprr No 


52687 


Sea ID 


uaw700665833 hi 


Method 


BLASTX 


NCBI GI 


g4091008 


BLAST score 


144 


E value 


2 . Oe-09 


Match lpncrth 


33 


Sr i Hpnt" i +■ v 

O _L ^wt.'wi.X _I_ L, y 


82 


NPRT Dp ^ c t t nt "i on 




^PfT No 


JlUOO 


Seq. ID 


uaw70066S863 hi 


Method 


BLASTN 


NCBI GI 


g456713 


BLAST score 


226 


E value 


1.0e-124 


Match length 


233 


% identity 


27 


NCBI Description 


Glycine max gene for ubiquitin, complete cds 



8664 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52689 

uaw700665901.hl 

BLASTN 

g3831448 

50 

3.0e-19 

229 
82 

Arabidopsis thaliana chromosome II BAC T32F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

52690 

uaw700665916.hl 

BLASTN 

gl70053 

156 

1.0e-82 

163 

99 

Soybean ribosomal protein Sll mRNA, 3 T end 
52691 

uaw700665930.hl 

BLASTX 

g585053 

281 

2.0e-25 

85 

58 

MITOTIC CONTROL PROTEIN DIS3 >gi_283075_pir A41944 mitotic 

control protein dis3+ - fission yeast (Schizosaccharomyces 
pombe) >gi__173381 (M74094) mitotic control protein 

[Schizosaccharomyces pombe] >gi _3 6503 93_emb_CAA2 110 2_ 

(AL031743) mitotic control protein dis3. 

[Schizosaccharomyces pombe] 

52692 

uaw700666017.hl 

BLASTX 

g4262222 

296 

3.0e-27 

80 

65 

(AC006200) putative RNA helicase A, 3 T partial [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52693 

uaw700666078.hl 

BLASTX 

g3287693 

327 

5.0e-31 

65 

91 

(AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp. gb D90916. [Arabidopsis 



8665 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] 
52694 

uaw700666092.hl 

BLASTX 

g4371279 

203 

2.0e-16 

71 
61 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
52695 

uaw700666110.hl 

BLASTN 

g479059 

141 

9.0e-74 

141 

88 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 
52696 

uaw700666122.hl 

BLASTX 

g3128168 

307 

2.0e-28 

85 

61 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

52697 

uaw700666157.hl 

BLASTX 

g2506277 

329 

4.0e-31 

81 

79 

RUBISCO SUBUNIT BINDING- PROTEIN BETA SUBUNIT PRECURSOR 
KD CHAPERON IN BETA SUBUNIT) (CPN-60 BETA) >gi_806808 
(U21139) chaperonin precursor [Pisum sativum] 



[60 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52698 

uaw700666220.hl 

BLASTX 

g3850999 

224 

1.0e-18 

66 

70 

(AF069908) pyruvate dehydrogenase El beta subunit isoform 1 
[Zea mays] 



Seq. No. 



52699 



8666 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



uaw700666231.hl 

BLASTN 

g2905771 

144 

2.0e-75 

156 
98 

Glycine max glyceraldehyde-3 phosphate dehydrogenase 
(GAPDH) mRNA, partial cds 

52700 

uaw700666235.hl 

BLASTX 

gll70659 

146 

7.0e-10 

79 

41 

KINESIN-LIKE PROTEIN KIF4 >gi_1083417__pir A54803 

microtubule-associated motor KIF4 - mouse 
>gi_563773_dbj_BAA02167_ (D12646) KIF4 [Mus musculus] 

52701 

uaw700666251.hl 

BLASTX 

g2894599 

140 

7.0e-09 

56 

45 

(AL021889) putative protein [Arabidopsis thaliana] 



52702 

uaw700666294.hl 

BLASTN 

g2921511 

88 

5.0e-42 

168 

88 

Fritillaria agrestis GF14 protein 



(GRF) mRNA, complete cds 



52703 

uaw700666321.hl 

BLASTX 

gl469888 

218 

5.0e-18 

89 

51 

(D63487) The KIAA0153 gene product is related to a putative 
C.elegans gene encoded in cosmid F42A8. [Homo sapiens] 

52704 

uaw700666332.hl 

BLASTX 

gl931647 



8667 



BLAST score 


350 


E value 


2.0e-33 


Match length 


90 


% identity 


71 


NCBI Description 


(U95973) endoitieiribrane protein EMP70 precusor isolog 




[Arabidopsis thaliana] 


Seq, No. 


52705 


Seq. ID 


uaw700666405.hl 


Method 


BLASTX 


NCBI GI 


g4508077 


BLAST score 


384 


E value 


2.0e-37 


Match length 


87 


% identity 


80 


NCBI Description 


(AC005882) 62114 [Arabidopsis thaliana] 


Seq. No. 


52706 


Seq. ID 


uaw700666411.hl 


Method 


BLASTX 


NCBI GI 


g4490735 


BLAST score 


295 


E value 


6.0e-27 


Match length 


89 


% identity 


64 


NCBI Description 


(AL035708) putative protein [Arabidopsis thaliana] 


Seq. No. 


52707 


Seq. ID 


uaw700666427 .hi 


Method 


BLASTN 


NCBI GI 


g20755 


BLAST score 


41 


E value 


6,0e-14 


Match length 


53 


% identity 


94 


NCBI Description 


P. sativum inRNA rab for ras -related GTP— bindina nrotp 


Seq. No. 


52708 


Seq. ID 


uaw700666430 .hi 


Method 


BLASTN 


NCBI GI 


g4519188 


BLAST score 


42 


E value 


2.0e-14 


Match length 


110 


% identity 


85 


NCBI Description 


Arab idon^ 1 ^ th^lipn?! rr^nrvmi r 1 HKFA phrmnncinTnp R TZ-.P 

■tTiJ- CLU -U*_<H_/£J •_> -1- O UJ.lCl.-LJ_CLlJ.Ci ^Cli.UitlJ.L< UL\£\f OllX. £_> ^ILL" f J. JTiV^ 




K21L19, complete sequence 


Seq. No. 


52709 


Seq, ID 


uaw700666450.hl 


Method 


BLASTN 


NCBI GI 


g257815 


BLAST score 


99 


E value 


5.0e-49 


Match length 


99 


% identity 


100 


NCBI Description 


chalcone synthase [soybeans, mRNA, 1119 nt] 



clone 



8668 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52710 

uaw700666462.hl 

BLASTX 

g4309744 

350 

2.0e-33 

84 

77 

(AC006439) hypothetical protein [Arabidopsis thaliana] 



52711 

uaw700666479.hl 

BLASTN 

gl70023 

99 

5.0e-49 

99 

100 

Glycine max maturation-associated protein 
complete cds 



(MAT 9) mRNA, 



52712 

uaw700666501.hl 

BLASTX 

g2498706 

174 

5.0e-13 

43 

79 

ORIGIN RECOGNITION COMPLEX PROTEIN, SUBUNIT 2 >gi_1113103 
(U40269) atOrc2p [Arabidopsis taaliana] >gi_3236239 
(AC004684) origin recognition complex protein [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



52713 

uaw700666577.hl 

BLASTX 

g4263522 

172 

1.0e-12 

76 

46 

(AC004044) hypothetical protein 



[Arabidopsis thaliana] 



52714 

uaw700666615.hl 

BLASTN 

g732814 

37 

1.0e-ll 

73 

88 

L.esculentum LeMA-1 mRNA for putatve Mg-dependent ATPase 
52715 

uaw700666650.hl 



8669 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g346287 

180 

6.0e-16 

68 

59 

nucleolar 100K polymyositis-scleroderma protein - human 
>gi_35555__embJ3AA46904_ (X66113) PM/Scl lOOkD nucleolar 
protein [Homo sapiens] 

52716 

uaw700666666.hl 

BLASTN 

gl8764 

243 

1.0e-134 

254 

99 

G.max tefSl gene for elongation factor EF-la 
52717 

uaw700666670.hl 

BLASTX 

gl698582 

172 

1.0e-26 

83 
78 

(U60767) integral membrane protein OsNramp3 [Oryza sativa] 
52718 

uaw700666713.hl 

BLASTN 

g511937 

129 

2.0e-66 

199 

91 

Soybean mRNA for cysteine proteinase, complete cds 
52719 

uaw700666731.hl 

BLASTX 

g3337356 

233 

8.0e-20 

47 

94 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

52720 

uaw700666751.hl 

BLASTX 

g3548806 

151 

3.0e-10 



8670 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



77 
51 

(AC005313) unknown protein [Arabidopsis thaliana] 
52721 

uaw700666785.hl 

BLASTX 

g4263522 

210 

4.0e-17 

84 

7 

(AC004044) hypothetical protein [Arabidopsis thaliana] 
52722 

uaw700666808.hl 

BLASTN 

gl638836 

98 

6.0e-48 

186 

88 

H.vulgare mRNA for alpha- tubulin 
52723 

uaw700666815.hl 

BLASTX 

g2642438 

139 

9.0e-09 

84 

38 

(AC002391) putative indole-3-acetate 
beta-glucosyltransferase [Arabidopsis thaliana] 

52724 

uaw700666869.hl 

BLASTX 

g4454469 

295 

4.0e-27 

73 

73 

(AC006234) unknown protein [Arabidopsis thaliana] 
52725 

uaw700666944.hl 

BLASTX 

g3292824 

355 

4.0e-34 

88 

81 

(AL031018) putative protein [Arabidopsis thaliana] 
52726 

uaw700666951.hl 



8671 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3298551 

140 

7.0e-09 

82 

7 

(AC004681) 
thaliana] 



putative salt-inducible protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



52727 

uaw700666969.hl 
BLAST N 
g3128138 
34 

9.0e-10 

74 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MFO20, complete sequence [Arabidopsis thaliana] 

52728 

uaw700666984.hl 

BLASTN 

g3273826 

116 

1.0e-58 

184 

93 

Glycine max nodule-enhanced malate dehydrogenase (Mdh) 
gene, complete cds 

52729 

uaw700667042.hl 

BLASTX 

g3142302 

213 

2.0e-17 

78 
58 

(AC002411) Strong similarity to myosin heavy chain 
gb_Z34293 from A. thaliana. [Arabidopsis thaliana] 

52730 

uaw700667083.hl 

BLASTX 

g3763916 

360 

1.0e-34 

85 
80 

(AC004450) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124.1_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 

52731 

uaw700667095.hl 
BLASTX 



8672 



NCBI GI 


g3785975 


BLAST score 


167 
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o tr lj • uu . 


^97^9 


Seq. ID 


uir700646588 hi 


Method 


BLASTX 


NCBI GI 


g485515 


BLAST score 


250 


E value 


1. Oe-43 


Match length 


89 


% identity 


96 


NCBI Dp sprint ion 


ADR6 nrotei n — ^ovhp^n >rn 9Q644R pmh nAA49?40 
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Seq. ID 


u"ir700646668 hi 


Method 


BLASTX 


NCBI GI 


a2342742 


BLAST score 


205 


E value 


5.0e-29 


Mplrh 1 pn rr\~ h 


Q1 

_? X 




*± O 
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Seq. ID 


un r70n6466P S hi 


Method 


BLASTX 


NCBI GI 


g4220476 


BLAST score 


206 




1 . 0e-16 


M^'hnh 1 pnrrhh 

lid UUll 1C11U Lli 




O lUCilLl L,y 


u u 


NPRT Dpcipri ntinn 


iat-uucuoyj riDopnonn x luce proiein [iiraDxaopsis cnananaj 


~j c; • i\u i 


S97^S 


Sea ID 


nxk700fifi71 0 4 hi 


Method 


BLASTN 


NCBI GI 


g497416 


BLAST score 


200 


R 1 HP 
J— i V Q _1_ IX G 


X • VJ C X U _7 


Lia LL'li XCLiy L-ll 


i. vJ<_, 


o XUcllL-XLy 


yD 


Kff"*RT Fl&Q c^Y-n T>"f~ "1 on 

IMV^Dl O k_.X X£J 1 L\JLL 


vjxyt-xiifci iiLdx ijbbcx aeuyurin HK6 prouein mKiN.fi, couipxei_.e ccts 


O c L4 . iN U . 


J,, / jo 


Seq. ID 


uxk700667189.hl 


Method 


BLASTX 


NCBI GI 


g2827699 


BLAST score 


160 


E value 


3.0e-ll 



8673 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 
50 

(AL021684) 



predicted protein [Arabidopsis thaliana] 



52737 

uxk700667240.hl 

BLASTN 

g3869071 

45 

3.0e-16 

173 

82 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MIL23, complete sequence [Arabidopsis thaliana] 



PI clone: 



52738 

uxk700667248.hl 

BLASTN 

g2970653 

89 

2.0e-42 

185 

93 

Vigna unguiculata ferritin subunit cowpea2 precursor, mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

52739 

uxk700667544.hl 

BLASTX 

gl931655 

232 

1.0e-19 

84 
58 

(U95973) receptor-kinase isolog [Arabidopsis thaliana] 
52740 

uxk700667552.hl 

BLASTN 

g2739005 

94 

8.0e-46 

114 

96 

Glycine max cytochrome P450 monooxygenase CYP93Clp 
(CYP93C1) mRNA, complete cds 

52741 

uxk700667721.hl 

BLASTX 

g3600032 

150 

4.0e-10 

38 
76 

(AF080119) contains similarity to tropomyosin (Pfam: 
Tropomyosin. hmm, score: 14.57) and ATP synthase (Pfam: 



8674 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ATP-synt_B.hmm, score: 10.89) [Arabidopsis thaliana] 
52742 

uxk700667729.hl 

BLASTN 

gl8608 

228 

1.0e-125 

252 
98 

Glycine max mRNA for glycinin >gi__2170693_dbj_E02462_E024 62 
cDNA encoding glycinine subunit A2Bla precursor 

52743 

uxk700667734.hl 

BLASTN 

gl69928 

249 

1.0e-138 

249 

100 

Glycine max alpha' -type beta coaglycinin storage protein 
gene, complete cds, clone ch4A 

52744 

uxk700667772.hl 

BLASTX 

g4038044 

213 

2.0e-17 

65 

65 

(AC005936) unknown protein [Arabidopsis thaliana] 
>gi_4406788_gb_AAD20098_ (AC006532) unknown protein 
[Arabidopsis thaliana] 

52745 

uxk700667785.hl 

BLASTN 

g3449327 

32 

1.0e-08 

80 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCA23, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52746 

uxk700667788.hl 

BLASTX 

g2494116 

274 

1.0e-24 

71 

68 

(AC002376) Similar to Synechocystis hypothetical protein 
(gb_D90915). [Arabidopsis thaliana] 



8675 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



52747 

uxk700667825.hl 

BLASTX 

g4335735 

229 

2.0e-19 

77 
52 

(AC006248) hypothetical protein [Arabidopsis thaliana] 
52748 

uxk700667867.hl 

BLASTX 

g3927825 

176 

4.0e-13 

41 
90 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

52749 

uxk700667869.hl 

BLASTX 

g3335349 

155 

1.0e-10 

42 

71 

(AC004512) Similar to gb_U4 6691 putative chromatin 
structure regulator (SUPT6H) from Homo sapiens. ESTs 
gb_T42908, gb_AA586170 and gb_AA395125 come from this gene. 

[Arabidopsis thaliana] 

52750 

uxk700667910.hl 

BLASTN 

gl794171 

204 

l.Oe-111 

260 
96 

Glycine max lipoxygenase-3 mRNA, complete cds 
52751 

uxk700667992.hl 

BLASTX 

g2995405 

166 

6.0e-12 

77 
42 

(Y12432) polyprotein [Ananas comosus] 
52752 

uxk700668035.hl 



8676 



Method 


BLASTX 


NCBI GI 


g3355477 


BLAST score 


385 


E value 


1.0e-37 
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52753 


Seq. ID 


uxk700668042.hl 


Method 


BLASTX 


NCBI GI 


g4559368 


BLAST score 


218 


E value 


5. Oe-18 


Matoh 1 print*!*! 


50 


% i ripnt i t\/ 


84 


NCBI Description 
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Qprr No 


52754 


Seq. ID 


uxk700668102 hi 


Method 


BLASTN 


NCBI GI 


g432488 


BLAST score 


57 
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Seq. ID 


uxk700668132 hi 


Method 


BLASTX 


NCBI GT 
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E value 
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Match length 
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Method 


BLASTN 


NCBI GI 


gl218003 


BLAST score 


129 
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Seq. ID 


uxk700668304.hl 


Method 


BLASTN 


NCBI GI 


g479059 


BLAST score 


62 


E value 


2.0e-26 



[Arabidopsis 



mRNA 



>gi 2980796_emb_CAA18172_ 



8677 



Match length 

% identity 

NCBI Description 



194 
84 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52758 

uxk700668333.hl 

BLASTX 

gl076647 

184 

4.0e-14 

54 
61 

alcohol dehydrogenase 2 - garden petunia >gi_82 9592 
(U25536) alcohol dehydrogenase- 2 [Petunia hybrida] 

52759 

uxk700668344.hl 

BLASTX 

g2909420 

154 

8.0e-ll 

70 

25 

(AJ224518) LEA protein [Cicer arietinum] 
52760 

uxk700668348.hl 

BLASTN 

g2570066 

106 

1.0e-52 

170 

91 

Pisum sativum mRNA for second sucrose synthase 
52761 

uxk700668365.hl 

BLASTN 

g497416 

96 

6.0e-47 

164 

90 

Glycine max Essex dehydrin-like protein mRNA, complete cds 
52762 

uxk700668371.hl 

BLASTX 

g2129942 

123 

4.0e-ll 

72 
56 

cathepsin B-like cysteine proteinase (EC 3.4.22.-) - Aztec 
tobacco 



Seq. No. 



52763 



8678 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



uxk700668404.hl 

BLASTX 

g2262105 

199 

1.0e-31 

87 

70 

(AC002343) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52764 

uxk700668412.hl 

BLASTN 

g2661020 

249 

1.0e-138 

256 
100 

Glycine max catalase 



(cat 4) mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52765 

uxk700668413 
BLASTX 
g4325342 
114 

2.0e-09 

65 

52 

(AF128393) No 



hi 



definition line found [Arabidopsis thaliana] 



52766 

uxk700668566.hl 

BLASTX 

g4006881 

173 

1.0e-12 

46 

70 

(Z99707) putative protein [Arabidopsis thaliana] 



52767 

uxk700668568.hl 

BLASTN 

gl70007 

138 

7.0e-72 

222 

91 

Soybean 18 kD late embryogenesis abundant 
mRNA, complete cds 



(Lea) protein 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



52768 

uxk700668592.hl 

BLASTX 

g3913425 

196 

5.0e-33 
85 



8679 



% identity 

NCBI Description 
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Seq. ID 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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E value 
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NCBI GI 
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NCBI Description 
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Seq. ID 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

52769 

uxk700668671.hl 

BLASTX 

g2244759 

328 

5.0e-31 

69 

87 

(Z97335) selenium-binding protein [Arabidopsis thaliana] 
52770 

uxk700668766.hl 

BLASTN 

gl218003 

43 

4.0e-15 

256 
81 

Glycine max dynamin-like protein SDL5A mRNA, complete cds 



52771 

uxk700668829.hl 

BLASTN 

gl70023 

260 

1.0e-144 

267 
100 

Glycine max maturation-associated protein 
complete cds 



(MAT 9) raRNA, 



52772 

uxk700668877.hl 

BLASTX 

g2827635 

151 

2.0e-13 

59 

59 

(AL021636) predicted protein [Arabidopsis thaliana] 
52773 

uxk700668902.hl 

BLASTN 

gl6508 

81 

9.0e-38 

192 

86 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >giJL66871_gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 



8680 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. ID 

Method 

NCBI GI 

BLAST score 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52774 

uxk700668980.hl 

BLASTN 

gl8542 

99 

8.0e-49 

155 

92 

Soybean Bg gene for basic 7S globulin 
52775 

uxk700669092.hl 

BLASTX 

g3150406 

272 

2.0e-24 

78 

63 

(AC004165) putative indole-3-acetate 
beta-glucosyltransf erase [Arabidopsis thaliana] 

52776 

uxk700669123.hl 

BLASTX 

g4510347 

194 

4.0e-15 

47 

83 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
52777 

uxk700669131.hl 

BLASTX 

g3152618 

252 

6.0e-22 

94 

59 

(AC004482) putative pectinesterase [Arabidopsis thaliana] 
>gi_3242724 (AC003040) putative pectinesterase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



52778 

uxk700669174.hl 

BLASTX 

g2662469 

311 

7.0e-29 

84 

73 

(AF034217) ribosomal protein S6 [Arabidopsis thaliana] 
52779 

uxk700669182.hl 
BLASTX 



8681 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3850588 
203 

3.0e-16 

86 
55 

(AC005278) Contains similarity to gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 
from this gene. [Arabidopsis thaliana] 

52780 

uxk700669196.hl 
BLAST N 
gl326160 
59 

1.0e-24 

168 

95 

Phaseolus vulgaris dehydrin mRNA, complete cds 



Seq. No. 52781 

Seq. ID uxk700669220.hl 

Method BLASTN 

NCBI GI g736001 

BLAST score 44 

E value 6.0e-16 

Match length 156 

% identity 83 

NCBI Description G.soja (SHI) Gy5 mRNA for glycinin 

Seq. No. 52782 

Seq. ID uxk700669244.hl 

Method BLASTN 

NCBI GI gl70021 

BLAST score 55 

E value 2.0e-22 

Match length 91 

% identity 90 

NCBI Description Glycine max maturation-assocated protein (MAT1) mRNA, 
complete cds 

Seq. No. 52783 

Seq. ID uxk700669274.hl 

Method BLASTX 

NCBI GI gl326161 

BLAST score 191 

E value 7.0e-15 

Match length 65 

% identity 75 

NCBI Description (U54703) dehydrin [Phaseolus vulgaris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



52784 

uxk700669288.hl 

BLASTX 

gl26078 

227 

4.0e-19 



8682 



Match length 

% identity 

NCBI Description 
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Seq. ID 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI GI 

BLAST score 
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NCBI GI 
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NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



61 
42 

LATE EMBRYOGENESIS ABUNDANT PROTEIN D-34 (LEA D-34) 

>gi__81554_pir S04046 embryonic abundant protein gD-34 - 

upland cotton >gi_18501_emb_CAA31594_ (X13206) D-34 Lea 
protein [Gossypium hirsutum] >gi_167385 (M19389) storage 

protein [Gossypium hirsutum] >gi_226556_prf 1601521F Lea 

D-34 gene [Saguinus oedipus] 

52785 

uxk700669373.hl 

BLASTX 

gl326161 

199 

8.0e-16 

62 

76 

(U54703) dehydrin [Phaseolus vulgaris] 
52786 

uxk700669408.hl 

BLASTN 

g3097320 

225 

1.0e-123 

261 

97 

Glycine max gene for Bd 30K, complete cds 
52787 

uxk700669423.hl 

BLASTN 

gl401239 

104 

1.0e-51 

164 

91 

Glycine max 7S seed globulin precursor, mRNA, complete cds 
52788 

uxk700669443.hl 

BLASTN 

g515750 

95 

4.0e-46 

261 

93 

Soybean phytochrome A (phyA) mRNA, complete cds 
52789 

uxk700669583.hl 

BLASTX 

g2623307 

257 

6. Oe-26 

78 

74 



8683 



NCBI Description 



(AC002409) putative ubiquitin protease [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52790 

uxk700669611.hl 

BLASTN 

gl498335 

57 

2.0e-23 

92 

91 

Glycine max actin (Soyl20) 



gene, partial cds 



52791 

uxk700669617.hl 

BLASTX 

gl946329 

314 

3.0e-29 

79 

75 

(U69154) prohibitin [Nicotiana tabacum] 
52792 

uxk700669635.hl 

BLASTX 

g3953471 

183 

6.0e-14 

53 

58 

(AC002328) F2202.16 [Arabidopsis thaliana] 
52793 

uxk700669649.hl 

BLASTX 

g4454471 

187 

2.0e-14 

47 

70 

(AC006234) putative G protein coupled receptor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



52794 

uxk700669656.hl 

BLASTX 

g2827714 

161 

2.0e-ll 

76 
47 

(AL021684) receptor protein kinase 
[Arabidopsis thaliana] 

52795 

uxk700669677.hl 



like protein 



8684 



# 



1 Uli^JvA 


RT.ASTN 






BLAST score 


217 


E value 


1.0e-119 


-I- aVi "! Ay* fft" V| 

rid L wl Xfc;iiyL,ii 




2- 1 A 1 £i T~l "t"" 1 ^ 7 

"5 lUcIlLlUy 


Q7 


\T f 1 Ti T Oj o a v i y~\ 4* i An 
1NU.DX UcbtlipUlOIl 


CCLA kof a — r> r\ri rr 1 wo i ni n f 0 owne^ a ti q TT'o t~t~ <=; t" pnH Darp C^PTi OTTD 1 p 
v^o*i L cl UU11U J. V UXiixii j_ o^oyucciiio / rwxxcoL. cii i^j. waic^ yjciiwiiLJ.^ f 




J04U 11 U J 


o e q . in o . 


S97 Qfi 

OZ / ;70 


• x u 


uxk700669711 hi 


iXie LIIOU. 


LJXxriO 1 Vi 


NCBI GI 


gl70019 


BLAST score 


198 


J_i V CtX LIC 


1 Op-107 

X • \J C XV/ 


l\LCiL,V_,ll xtJiiy L,I1 


9^ 

zoo 


9- -t /-5 AT"» +■ "t "H T 7 

-a lQciitiiy 


Q7 


KTC^RT P^o o T" "i *i on 

IN \_/iJ X UU&Li ipilUli 


qn^/Hfi^n TTij;i"l~nT*^1~ "i nn nrnt" p» "i n ^MATI ^ rrprip rrimol p1*p r*f3s 

O V -k> C Cl 1 1 1LLCL LUi-Cl U-LU11 V-^ X W U. C X i. 1 \ Lifl 1 .L y ycilC^ UWUl^XCLC 


Deq • IN (J . 




UC\j • X u 


Li. A. jS. / UU UUJ / OX • 11X 


Moth or? 




NCBI GI 


g2914706 


BLAST score 


218 


ill value 


0 • ue 10 


Match length 


0 / 


% identity 


bb 


jnuoi jjescripmon 


IfiUUUj" / ^ j putative nomeojjox procem LriraDiuop&io uiicixj.ciiici 


oeq. jno . 


CO! QO 

OZ / 70 


Q&a TP) 


U.A. A. t v U UU _? / OO . 11X 


Mcif h aH 


1-JXirt.O X .A. 


IN L> 15 X ul 




BLAST score 


226 


E value 


5.0e-19 


ftyT— i +- aV* "1 on / 1 1 

natcn xenyx,ii 


0 0 


is xcieni-xi-y 


DO 


LNL^JjX UcoLIipLlOn 


/Zi^nn*5^Qn 'l nnf i T7Q yoponfAr T^vo^oin naca rZXvah\"t Hahq l Q 
^nUUu jOOU J pULaLlvc IcvcpUvJl px(JLfc;Xll JVXilCtoC LrilaJJXUUpDXO 




"Hhal i anal 

L-ilCLXXdllCtJ 


C 1 a a "K\r\ 

oeq. iNo. 


C97QQ 

Dz / y J 


oeq. xu 


nvlr7nn A^Cj7^7 hi 
UXK IUUDDj/j/ .hi 


IMC LliUU, 


RT, A^TN 

DXjrt.O 1 LN 


LN^JDX OX 


rrl fifil 4 


Dbaoj. score 


jj 


E value 


1.0e-09 


Match length 


109 


Sr 1 a! dT"l 4"" T ^ T T 

15 iuentii.y 


0 0 


Nutsi uesenpuxon 


ooyoean itiklnr. xor giycimn niaDX precursor 




>gi zx/Uby4 ox>3 iijUZ4bo HjUz^oo ciJJNi\ encoaing grycxiixne 




oUUUllXL rAX CtO XU picL/UIoUI 


Seq. No. 


52800 


Seq. ID 


uxk700669902.hl 


Method 


BLASTX 


NCBI GI 


g2827551 


BLAST score 


138 



8685 




E value 


1. Oe-08 




37 


% i Hen t" 1 1" v 


57 


NFPRT Dec: rr i T>i" i rm 


fAL0?1635} nrpdicted nrotein TArabidoDsis thalianal 




52801 


Seq. ID 


uxk700669910.hl 


Method 


BLASTX 


NCBI GI 


g2979552 


BLAST score 


150 


E value 


5 . 0e-10 


Mstph 1 enfrth 

lid U v^il -l_^J.J.y L-J.1 


85 


0 J~ 1 i — L 


40 




fAPfin^fiRfn nnknnwn nrotpi n rAraTrii doDRis thalianal 






Sea ID 


uxk700669933 hi 


Method 


BLASTN 


NCBI GI 


g2661020 


BLAST score 


175 




7 ^ Oe-94 




17 9 




QQ 


NCBI np«?rr i nt inn 


Qlvrine max patalase (r , at41 inRNA. comDlste cds 


O C ^ • INU • 




Seq. ID 


uxk700669990 hi 






NCBI GI 


g2522228 


BLAST score 


245 


E value 


3.0e-21 


Match length 


81 


% identity 


59 


NCBI Description 


(AB0074 66) reverse transcriptase-like protein [Vicia 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52804 

uxk700670004.hl 

BLASTX 

g2495155 

280 

2.0e-25 

77 

70 

GLUTAMYL-TRNA REDUCTASE 1 
>gi__l 694 92 6__dbj _BAA0 8 9 1 0_ 
[Cucumis sativus] 



PRECURSOR (GLUTR) 

(D50407) glutamyl-tRNA reductase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52805 

uxk700670010.hl 

BLASTN 

gl8729 

81 

8.0e-38 

81 

100 

Soybean (Glycine max) 



18S ribosomal RNA 



8686 



O C • IN \J • 


52806 


Sea ID 


uxk700670Qll.hl 


Method 


BLASTN 


NCBI GI 


gl8729 


BLAST score 


77 


Hi V Cl -L U.G 




11a. i_ Oil icily Lil 


O X 


is j_u.enLxT_.y 




NPRT Hp^pti Dt"i nn 

tl I— > X 1— \^ l_> ^ J 1_ 


Sovbean fGlvcine max) 18 S ribosomal RNA 


Can VT/-\ 




JC^ * X u 


uxk700670042 hi 


Method 

lie O -1 1 W V-A 


BLASTN 


NCBI GI 


gl8850 


BLAST score 


37 


£j v ax Lie 


1 0e-1 1 


L v id X^Sliy Ull 


SI 




fin" 


INwDX Utio^-L -J-JJ 1 LUI1 


R 1nr>nln^ frv ^n^li-^r} RNIA f^l On) for 7 


O fer q • IN U . 




*~J \Z • -L LJ 


tixk700670046 hi 

i\. / V V U / UV^ U • 111 


Mp"hhnH 


RLA^TX 

UXXTlkJ X z\ 






BLAST score 


165 


E value 


8.0e-12 


jyiatcn j_engi.n 




•5 laenLiiy 


Dj 


NCBI Description 


tAuuuojyoj putatzive poxy^Aj poxyuierase 




l. nan ana j 


oeq. JNO . 




Dcq. ±U 


U.X K / UUD / Ul JO • 111 


UC U.1 l^J v-l 


RT.A^TN 


NCBI GI 


g479059 


BLAST score 


207 


Xj V Cl -L Lit- 


l • Uc x, x o 


lid t_ v_ii xtriiy hi 






QQ 




Cl mav / TP -1 o V aKt; XT \ nnRKfA f at puof oi na Q-nH 

<3 « ilLcl 2\ \ £ XOJ\CJjy V ) luJAlNiT. 1UJ. Uyi LLlilC d 1L1 






S^er TD 


uxk700670166 hi 


Method. 

X -XVw l**XX>^VA 


BLASTX 

X-J i frxkJ x ^ i 


NCBI GI 


g2494120 


BLAST score 


141 


E value 


5.0e-09 


Match length 


44 


% identity 


55 



(SRP) RNA 



[Arabidopsis 



NCBI Description 



(AC002376) Similar to Synechocystis integral membrane 
protein (gb_D64002) * [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



52811 

uxk700670175.hl 

BLASTX 

g2959767 

183 



8687 



E value 


5.0e-14 


Match length 


45 


% identity 




NCBI Description 


(A<juuzoo4; Aui*iKr4i L-^raDiGopsis tinaiianaj ^gi j / joz^i 




{ACUUojSuy) giutatnione-conjugare transporuer AriyiKr4 




[AraDiaopsis unananaj 


Seq. No. 


ozo iz 


oeq. iu 


UAl^ /UUO/Ul/V. ill 




"RT ZXQTM 
DliriO X Ln 


NCBI GI 


g862479 


BLAST score 


124 


E value 


z . ue— 


Match length 


Z4 / 


% identity 


O Q 

00 


NCBI Description 


biycme max vaiosm containing pioteiii iuivwri/ uuiupxtsuc 


Seq. No. 


COQ1 "3 


beg. 1JJ 


uxk / uu o /uzoo * ni 


AVTy p v 4~ 1^ /"\ /"S 

ixie tfioa 


DLxtiO X IN 


WLril bl 


rrA on £i m 
g^zu oiui 


BLAST score 


192 


E value 


1.0e-104 


Match length 


260 


% identity 




NCBI Description 


Glycine max retroelement diaspora gag-pol polyprotein 




^gag poi; pseuaogene f paruiai sequence 


Seq. No. 


528 14 


oeq. iu 


UXK / UUo / UjZ(5 .ni 


Method 


IDT A CTTNT 


Nbbl bl 


gz / oi7UU3 


BLAST score 


183 


E value 


1.0e-98 


Match length 


ZD/ 


% identity 


3Z 


NCBI Description 


Glycine max cytochrome P450 monooxygenase CYP93Clp 




^bi Jryobi ; mKJNii/ compieue cas 


Seq. No. 


ozo io 


oeq. iu 


UXK /UUO /UjDj.IU 


Method 


DIiiiolA 


Nb&l bl 


gz4 jooii 


BLAST score 


219 


E value 


4.0e-18 


Match length 


o o 
oo 


% identity 


54 


NCBI Description 


(AF024504) contains similarity to prolyl 4-hydroxylas< 




alpha subunit [Arabidopsis thaliana] 


Seq. No. 


COOT/" 

52816 


Con- Tn 


UaJ\ i UUu / UJO / • 11 J. 


Method 


BLASTX 


NCBI GI 


g3941322 


BLAST score 


360 


E value 


1.0e-34 


Match length 


86 



8688 



II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



77 

(AF041340) gaioma-glutamylcysteine synthetase [Medicago 
truncatula] 

52817 

uxk700670450.hl 

BLASTX 

g4468812 

150 

4.0e-10 

54 

61 

(AL035601) putative protein [Arabidopsis thaliana] 
52818 

uxk700670457.hl 

BLASTN 

g256426 

108 

4.0e-54 

188 
89 

CG4 beta-conglycinin [soybeans, Forrest and Dare, Genomic, 
3840 nt] 

52819 

uxk700670519.hl 

BLASTN 

gl8542 

37 

1.0e-ll 

68 
88 

Soybean Bg gene for basic 7S globulin 
52820 

uxk700670579.hl 

BLASTN 

gl8749 

166 

2.0e-88 

250 

91 

G.max mRNA for seed maturation polypeptide 



52821 

uxk700670588.hl 

BLASTN 

gl70019 

144 

2.0e-75 

152 

99 

Soybean maturation protein 



(MAT1) gene, complete cds 



52822 

uxk700670688.hl 



8689 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g311697 

53 

3.0e-21 

61 

97 

G.max Lea protein mRNA, 



complete CDS 



52823 

uxk700670705 
BLASTX 
g4160346 
111 

2.0e-10 

69 

51 

(AL035216) 
processing 



.hi 



nucleolar protein involved in pre-rRNA 
[Schizosaccharomyces pombe] 



Seq. No. 


C O O O A 


Seq. ID 


UXJC /UUo /U /lb . nl 


Method 




NCBI GI 


gzzl^oy4 


BLAST score 


155 


E value 


1.0e-10 


Match length 


64 


% identity 


49 


NCBI Description 


(AC000348) T7N9. 


Seq. No. 


52825 


Seq. ID 


uxk700670734 .hi 


Method 


BLASTX 


NLtSi hi 


go4ouoo 


BLAST score 


149 


E value 


2.0e-18 


Match length 


86 


% identity 


48 


NCBI Description 


zinc-finger prot 


Seq. No. 


52826 


Seq. ID 


uxk700670754.hl 


Method 


BLASTX 


NCBI GI 


g3980412 


BLAST score 


214 


E value 


1.0e-21 


Match length 


88 


% identity 


92 


NCBI Description 


(AC004561) pumil 


Seq. No. 


52827 


Seq. ID 


uxk700670756.hl 


Method 


BLASTX 


NCBI GI 


g3641252 


BLAST score 


204 


E value 


5.0e-27 


Match length 


83 


% identity 


77 



14 [Arabidopsis thaliana] 



- human 



[Arabidopsis thaliana] 



8690 



NCBI Description 



(AF053127) leucine-rich receptor-like protein kinase [Malus 
domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52828 

uxk700670872.hl 

BLASTX 

g3201626 

130 

4.0e-15 

73 

51 

(AC004669) putative protein kinase MAP3K [Arabidopsis 
thaliana] 



Seq. No. 


52829 


Seq. ID 


uxk700670873.hl 


Metnoa 


"DT 7\ O H 1 V 


NCBI 


g3ioU4ub 


BLAST score 


0 0 0 


E value 


1 . ue zo 


Match length 


a 9 


% identity 


64 


NCBI Description 


(ACUU4iop; putative maoie-j-acetate 




Deta -giucosyi. transferase [AraDiuopsis tnananaj 


Seq. No. 


52830 


Seq. ID 


UXK /U0o/U94U.nl 


Method 


BLASTN 


NCBI GI 


g479059 


BLAST score 


153 


E value 


9. 0e-81 


Match length 


251 


% identity 




NCBI Description 


G.inax (Fiskeby V) mRNA for cysteine endopeptidase 


Seq. No. 


52831 


Seq. ID 


uxk700670947.hl 


Method 


BLASTX 


NCBI GI 


g2245086 


BLAST score 


151 


E value 


2.0e-10 


Match length 


44 


% identity 


73 


NCBI Description 


(Z97343) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


52832 


Seq. ID 


uxk700670960.hl 


Method 


BLASTX 


NCBI GI 


g2980767 


BLAST score 


140 


E value 


6.0e-09 


Match length 


79 


% identity 


37 


NCBI Description 


(AL022198) putative protein [Arabidopsis thaliana] 



Seq. No. 52833 

Seq. ID uxk700670980.hl 



8691 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3021337 

94 

1.0e-45 

234 

85 

Cicer arietinum mRNA for cytosolic 
fructose-1, 6-bisphosphate aldolase 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52834 

uxk700671013.hl 

BLASTN 

gl70023 

257 

1.0e-143 

265 
99 

Glycine max maturation-associated protein 
complete cds 



(MAT 9) mRNA, 



52835 

uxk700671059.hl 

BLASTX 

g3695408 

141 

5.0e-09 

48 

56 

(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4 538956_emb_CAB397 80 . 1_ (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 

52836 

uxk700671095.hl 

BLASTX 

g2462828 

138 

8.0e-09 

42 

55 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
52837 

uxk700671107.hl 

BLASTX 

g2252863 

247 

2.0e-21 

83 

58 

(AF013294) similar to nucleolin protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 



52838 

uxk700671177.hl 
BLASTX 



8692 



LN'wDl OX 


g537404 


BLAST score 


364 


E value 


3.0e-35 


LlCLL-^il XCliy l-il 


77 


■s xu.eiiL.xt.y 


P. A 


L/eoL-x Xp LXUIl 


fn9£»R'371 W^TTf-i nyntpi n n nHiipori hiv wafpr qfrpcjc; fOTV7a 

yU^uJ J f / VV O X / \J Ir W UvXil XilvXU^wdX ¥ "O L vi. O l_ X \3 O O J_V_/Xjf £jO. 




<5 a 1" i xra 1 

O Q L. x v a J 


Qtfsrr No 
Deq. LN\J ■ 




Seq. ID 


uxk700671190 hi 

l*x^k 1 Www / J. -U S \y « iix 


Mpthor] 


BLAST N 


NCBI GI 


gl8542 


BLAST score 


95 


Hi v aiuc 


2 . Oe-46 


naLOii xeiiy Lii 




^ luenuity 


Q9 




^rivhp^n Rrr apno "Pot ha^i p 7^ rrlnhnlin 

OvyXJGCLll X'H M " i J.C X v_> X JJClO±U / O <^±UJJUXXli 






Spa TD 


uxk700671210 hi 


Mf^i~ In oH 


RT.ASTN 

OXiflO -L IN 


1M .O X OX 


rr1 8 608 

UlU \J \J \J 


BLAST score 


239 


E value 


1.0e-132 


ixiciLcn xeriytii 


947 


% identxty 


QQ 

y y 


NCBI Description 


biycins max iuxxinh. ror giycinin -^g-*- / udjj cldj iLuzftoz HiUi,f±o^ 




cuiNri. encocixng yxycxrixiie suounic n^uia piccuxbui 


oeq. lno . 


OiC 0 ft X 


Can TD 


uxk700671239 hi 






NCBI GI 


g2959781 


BLAST score 


288 


xi VaxUc 




i v ia I. cn x eng cn 


ft 1 


^ laencxcy 


7 1 

/ X 


InL-oX Ucscnpcion 


f Zi .T9 9^Rnft> 7T»ri 1 1 o r^Tr^f- o i r\ fUrahi Hnnc; He fhal i anal 
\r\0 iiJJUO y iiWlllc LvXUueXIl [riX d.JL>XUO^Jo Xo LXidXXcilla. J 


oeq. WO. 


COO / O 
D£ O *t i 






Mot* Vi oH 

lit? LllvU. 




NCBI GI 


gl408321 


BLAST score 


201 


ill value 


x . ue x u .? 


Ayr 4~ ~i avs/y^v 

iYicixcn lengcn 


91 


% identity 




UcoCIipLXUIl 




oeq. iMO ♦ 




Q^rr TP. 


nvk7 Dfl 67 1 hi 


Method 


BLASTX 


NCBI GI 


gll69689 


BLAST score 


138 


E value 


1.0e-08 


Match length 


82 


% identity 


39 



8693 



NCBI Description 



FKBP-TYPE PEPTIDYL-PROLYL CIS-TRANS ISOMERASE FKPA 

PRECURSOR (PPIASE) (ROTAMASE) >gi_2121124jpir 165035 fkpA 

protein - Escherichia coli >gi_606281 (U18997) ORF__f270 
[Escherichia coli] >gi_862300 (L28082) fkpA gene product 
[Escherichia coli] >giJL789745 (AE000410) FKBP-type 
peptidyl -prolyl cis-trans isomerase (rotamase) [Escherichia 
coli] 



Dclj. IN U . 


S9ft 4 4 


beg, id 


nvunn^n 47Q "hi 
uxk /uuD/±4/y.n± 


Method 


DJ_LriO 1 A 


MPDT (ZJ 


rr9 Q0Q4 99 


DiiriO i. oL-Ulc 




E value 


2.0e-09 


Match length 


45 


% identity 




NCBI Description 




beq. no. 




beq. ID 


uxk /uub/i4yi.ni 


Metnoa 


T-) x 7\ O rpVT 

BLAbiN 




«9P CO A A A 

gz o oz ft ^ 4 


BLAST score 


o 1 


E value 


9 Pie*— 1 1 

z . ue*"ii 


Match length 


97 


% identity 


85 


NCBi Description 


baiix oaKKo itiKNA xor bUXX 


Seq. No. 


52846 


Seq. ID 


uxk700671639.hl 


Method 


BLASTN 


NCBI GI 


g256428 


BLAST score 


198 


E value 


1.0e-107 


Match length 


264 


% identity 


95 


NCBI Description 


KTi3 (KTi3+)=Kunitz tryps 




Forrest, mRNA, 1259 nt] 


Seq. No. 


52847 


Seq. ID 


uxk700671681.hl 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl70007 

179 

3.0e-96 

215 

96 

Soybean 18 kD late embryogenesis abundant 
mRNA, complete cds 



(Lea)' protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



52848 

uxk700671710.hl 

BLASTX 

g548900 

143 

3.0e-ll 

71 



8694 




% identity 51 

NCBI Description SUCROSE-BINDING PROTEIN PRECURSOR (SBP) 

>gi_322691_pir JQ1730 62K sucrose-binding protein 

precursor - soybean >gi_170064 (L06038) glucose binding 
protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52849 

uxk700671717.hl 
BLAST N 
g4455229 
37 

1.0e-ll 

53 
92 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F13M23 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52850 

uxk700671720.hl 
BLAST N 
g2317899 
183 

1.0e-98 

273 

92 

Glycine max Sali3- 



■2 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52851 

uxk700671780.hl 

BLASTX 

gl914683 

137 

3.0e-09 

53 

64 

(Y12013) RAD23, isoform I 



[Daucus carota] 



Seq. No. 52852 

Seq. ID uxk700671789.hl 

Method BLASTN 

NCBI GI gl70023 

BLAST score 207 

E value 1.0e-113 

Match length 248 

% identity 96 

NCBI Description Glycine max maturation-associated protein (MAT 9) mRNA, 
complete cds 

Seq. No. 52853 

Seq. ID uxk700671801.hl 

Method BLASTX 

NCBI GI gl66949 

BLAST score 138 

E value 5.0e-18 

Match length 86 

% identity 53 

NCBI Description (M32885) cytochrome P-450LXXIA1 (cyp71Al) [Persea 



8695 



americana] 



Sea No 


52854 


Seq. ID 


uxk700671829.hl 


Method 


BLASTX 


MpDT rij 

1NCDX \3± 




DT7\ on 1 qpnrp 


1 99 


& ValUc 






77 


0 xuoiiuxLy 


R9 


LNOD-X UcoLIiptlUU 


^ rlii U J «J -J -? / |^u.L.a.i — L vc jji ULCXii 


kJ ^ VJ • J.\ v-/ • 


52855 


Seq. ID 


uxk700671979.hl 


Method 


BLASTN 


NfPRT (IT 


yz. ±.\j i. vj 


.DXiriO 1 ot/UXc 


lOJ 


E value 


X • Uc -?o 


Lid Xferliy LIl 


91 fl 


15 lUcilLlLy 










52856 


Seq. ID 


UXK / UUO / X _?0 ,7 • I1X 


iyj.ei_.noci 




NCBI GI 


g3913425 


BLAST score 


302 


E Vcilus 




i v ia ccn xengtn 


0 X 


% identity 


7P 
/ O 


Mr* 1 RT riQflpyi r\1" t An 
1NO.DX UcbLI Xp LXO.ll 


PHTATTVF PRF-MRWA cjPT.TfTKFf^ 






[AraDiQopsis cnaxxanaj 


Qprr Kfn 

O C • <w/ • 


52857 


Seq. ID 


uxk700672083.hl 


Method 


BLASTX 


NCBI GI 


g3914826 


BLAST score 


154 


E value 


5.0e-15 


Match length 


60 


% identity 


73 



mRNA 7 complete cds 



NCBI Description 



DNA- DIRECTED RNA POLYMERASE CHLOROPLAST PRECURSOR 
>gi_2330560_emb_CAA69972_ (Y08722) chloroplast 
single-subunit DNA-dependent RNA polymerase [Arabidopsis 
thaliana] >gi_2330564_emb_CAA69717_ (Y084 63) chloroplast 
single-subunit DNA-dependent RNA polymerase [Arabidopsis 
thaliana] >gi_4115372 (AC005967) chloroplast single subunit 
DNA-dependent RNA polymerase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



52858 

uxk700672139.hl 

BLASTX 

g4220480 

158 

4.0e-ll 
78 



8696 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15 

(AC006069) 



unknown protein [Arabidopsis thaliana] 



52859 

uxk700672158.hl 

BLASTN 

gl70023 

230 

1.0e-127 

237 
100 

Glycine max maturation-associated protein (MAT 9) mRNA, 
complete cds 

52860 

uxk700672217.hl 

BLASTX 

g2369766 

224 

1.0e-18 

65 

66 

(AJ001304) hypothetical protein [Citrus x paradisi] 
52861 

uxk700672236.hl 

BLASTX 

g2245136 

155 

1.0e-10 

63 
57 

(Z 97 34 4) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 

52862 

uxk700672273.hl 

BLASTN 

g2739005 

73 

5.0e-33 

219 

97 

Glycine max cytochrome P450 monooxygenase CYP93Clp 
(CYP93C1) mRNA, complete cds 

52863 

uxk700672285.hl 

BLASTX 

g4033735 

375 

2.0e-36 

87 

82 

(AF054284) spliceosomal protein SAP 155 [Homo sapiens] 



Seq. No. 



52864 



8697 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uxk70Q672292.hl 

BLASTX 

g3402684 

245 

3.0e-21 

86 

60 

(AC004-697) hypothetical protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52865 

uxk700672302.hl 
BLAST N 
g311697 
154 

2.0e-81 

228 
96 

G.max Lea protein mRNA, 



complete CDS 



52866 

uxk700672323.hl 

BLASTN 

g4538990 

65 

3. Oe-28 

117 

89 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T5L19 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52867 

uxk700672324.hl 

BLASTX 

g2809249 

175 

6.0e-13 

84 

10 

(AC002560) F21B7.18 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



52868 

uxk700672423.hl 

BLASTN 

gl8542 

166 

2.0e-88 

237 

100 

Soybean Bg gene for basic 7S globulin 
52869 

uxk700672443.hl 

BLASTX 

g2660674 

263 

2.0e-23 
74 



8698 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



72 

(AC002342) hypothetical protein [Arabidopsis thaliana] 
52870 

uxk700672450.hl 

BLASTX 

g996020 

292 

1.6e-26 

84 
65 

(X91638) BRM protein [Gallus gallus] 
52871 

uxk700672511.hl 

BLASTX 

gl549379 

218 

6.0e-18 

63 

62 

(U62737) putative protein [Synechococcus PCC7942] 
52872 

uxk700672516.hl 

BLASTX 

gl389897 

245 

4.0e-21 

91 

58 

(U59626) LEA protein [Glycine max] 
52873 

uxk700672518.hl 

BLASTN 

g218264 

241 

1.0e-133 

293 

96 

Glycine max mRNA for glycinin A2Bla subunit, complete cds 
52874 

uxk700672547.hl 

BLASTX 

g4234955 

101 

1.0e-10 

90 

46 

(AF098971) NBS-LRR-like protein cD8 [Phaseolus vulgaris] 
52875 

uxk700672579.hl 

BLASTN 

gl69127 



8699 




BLAST score 


53 


E value 


2.0e-21 


Match length 


129 


% identity 


87 


NCBI Description 


Pi SUITL Sativum ( Cl nn nPT.Til nnfl oar on paHdH rirannrc^r 




chloroplast protein mRNA, complete cds 


Seq. No. 


52876 


Seq. ID 


uxk700672608.hl 


Method 


BLASTX 


NCBI GI 


g2809253 


BLAST score 


156 


E value 


1. Oe-10 


Match length 


92 


% identity 


42 


NCBI Description 


(AC002560) F21B7.22 FArabidoiosis thali^nal 


Seq. No. 


52877 


Seq. ID 


uxk700672630.hl 


Method 


BLASTX 


NCBI GI 


g2244913 


BLAST score 


313 


E value 


4.0e-29 


Match length 


91 


% identity 


57 


NCBI Description 


(Z97339) S i TT1 1 1 A T to ^FKH nrnt a i n — woac-h r Zi v- =i V> •? H^t-vc^-i 




thaliana] 


Seq. No. 


52878 


Seq. ID 


uxk700672649.hl 


Method 


BLASTX 


NCBI GI 


gl663537 


BLAbT score 


184 


E value 


5. Oe-14 


Match length 


71 


% identity 


51 


NCBI Description 


(U55803) disease resistance nrotein hnmnlna fc^l \rr>i n*=> 


Seq. No. 


52879 


Seq. ID 


uxk700672743.hl 


Method 


BLASTN 


NCBI GI 


g3043427 


BLAST score 


44 


E value 


9. Oe-16 


Match length 


60 


% identity 


93 


NCBI Description 


Cicer arietinum mRNA fnr 40^ r-i hnc-nma i nrnfo-in qc; 


Seq. No. 


52880 


Seq. ID 


uxk700672789.hl 


Method 


BLASTX 


NCBI GI 


g2244771 


BLAST score 


162 


E value 


2.0e-ll 


Match length 


59 


% identity 


61 


NCBI Description 


(Z97335) kinesin homolog [Arabidopsis thaliana] 



8700 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



52881 

uxk700672815.hl 

BLASTN 

gl2543 

84 

1.0e-39 

164 

88 

Cucurbita sp. pMCPN60-l mRNA for chaperonin 
52882 

uxk700672962.hl 

BLASTN 

g479059 

104 

1.0e-51 

207 
88 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 
52883 

uxk700672964.hl 

BLASTN 

g4218186 

160 

5.0e-85 

208 

97 

Glycine max mRNA for leghemoglobin activating factor 
52884 

uxk700673043.hl 

BLASTX 

g4263775 

181 

1.0e-13 

40 

82 

(AC006068) hypothetical protein [Arabidopsis thaliana] 



52885 

uxk700673077.hl 

BLASTX 

gl914683 

145 

2.0e-09 

80 

53 

(Y12013) RAD23, 
52886 

uxk700673108.hl 

BLASTX 

g99737 

163 

2.0e-ll 



isoform I [Daucus carota] 



8701 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 
61 

NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - 
Arabidopsis thaliana >gi_1618 9_emb_CAA4 6815_ (X66017) 
NADPH-ferrihemoprotein reductase [Arabidopsis thaliana] 



52887 

uxk700673131.hl 

BLASTN 

g2661020 

159 

2.0e-84 

270 

92 

Glycine max catalase (cat4) 



mRNA, complete cds 



52888 

uxk700673136.hl 

BLASTX 

g3881836 

214 

1.0e-29 

97 
72 

(Z78019) Similarity to Yeast LPG22P protein (TR:G1151240) ; 
cDNA EST EMBL:T0068 6 comes from this gene; cDNA EST 
EMBL:C12415 comes from this gene; cDNA EST EMBL:C12728 
comes from this gene; cDNA EST EMBL:C10626 comes from this 
ge 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



52889 

uxk700673144.hl 

BLASTX 

g4006878 

324 

2.0e-30 

90 

66 

(2997 07) MAP3K-like protein kinase 



[Arabidopsis thaliana] 



52890 

uxk700673224.hl 

BLASTX 

g!906830 

183 

7.0e-17 

53 
94 

(Y11829) heat shock protein [Arabidopsis thaliana] 
52891 

uxk700673243.hl 

BLASTX 

g!705658 

184 

4.0e-14 
76 



8702 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

CCAAT-BINDING FACTOR (CBF) >gi_107937_pir A36368 

transcription factor CBF, CCAAT -binding - human >gi_179969 
(M37197) CCAAT-box-binding factor [Homo sapiens] 

52892 

uxk700673266.hl 

BLASTX 

g3130034 

204 

2.0e-16 

64 
61 

(AL023534) dna repair protein radl3 [Schizosaccharomyces 
pombe] 

52893 

uxk700673310.hl 

BLASTN 

gl8542 

135 

5,0e-70 

195 

99 

Soybean Bg gene for basic 7S globulin 
52894 

uxk700673334.hl 

BLASTX 

gl708777 

235 

4.0e-20 

72 

65 

(Z83202) potassium channel [Arabidopsis thaliana] 
>gi_3063705_emb_CAA18596.1_ (AL022537) potassium channel 
protein [Arabidopsis thaliana] >gi_4090537 (U73325} K+ 
inward rectifying channel protein [Arabidopsis thaliana] 
>gi_409894 9 (U81239) K+ inward rectifying channel 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



52895 

uxk700673421.hl 

BLASTN 

gl438878 

100 

1.0e-4 9 

100 
100 

Glycine max choline kinase GmCKlp mRNA, complete cds 
52896 

uxk700673431.hl 

BLASTN 

g2920665 

119 

2.0e-60 



8703 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135 
97 

Glycine max 2,4-D inducible glutathione S-transferase 
(GSTa) mRNA, complete cds 



52897 

uxk700673478.hl 

BLASTN 

g256426 

243 

1.0e-134 

251 

99 

CG4 beta-conglycinin [ soybeans , 
3840 nt] 



Forrest and Dare, Genomic, 



52898 

vwf700673557.hl 

BLASTX 

g2914703 

139 

8.0e-09 

39 
67 

(AC003974) unknown protein [Arabidopsis thaliana] 
52899 

vwf700673606.hl 

BLASTN 

g3021337 

94 

1.0e-45 

194 

87 

Cicer arietinum mRNA for cytosolic 
fructose-1, 6-bisphosphate aldolase 



52900 

vwf700673609.hl 

BLASTN 

g210811 

87 

2.0e-41 

175 
87 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



52901 

vwf700673619.hl 

BLASTX 

g2642156 

256 

2.0e-22 

82 
59 

(AC003000) hypothetical protein [Arabidopsis thaliana] 



8704 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



52902 

vwf700673625.hl 

BLASTN 

g210811 

93 

5.0e-45 

149 

91 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

52903 

vwf700673639.hl 

BLASTN 

gl69928 

163 

9.0e-87 

231 

93 

Glycine max alpha 1 -type beta conglycinin storage protein 
gene, complete cds, clone ch4A 

52904 

vwf700673641.hl 

BLASTN 

g3176097 

83. 

5.0e-39 

250 

84 

Medicago truncatula mRNA for annexin 
52905 

vwf700673653.hl 

BLASTN 

g210811 

73 

4.0e-33 

233 

83 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

52906 

vwf700673703.hl 

BLASTN 

g312559 

69 

5.0e-31 

113 

90 

G.max 26S rRNA (partial) 
52907 

vwf700673732.hl 
BLASTN 



8705 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



gl8535 
153 

9.0e-81 

213 

93 

Soybean mRNA for the alpha subunit of beta-conglycinin 
52908 

vwf700673747.hl 
BLAST N 
g4191813 
62 

6.0e-27 

74 

96 

Glycine max mRNA for alpha subunit of beta-conglycinin, 
complete cds 



52909 

vwf 700673754. hi 

BLASTX 

g3176669 

238 

2.0e-20 

82 

67 

(AC004393) End is 



cut off. [Arabidopsis thaliana] 



52910 

vwf700673785.hl 
BLAST N 
g4097879 
98 

2.0e-48 

122 

95 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

52911 

vwf700673811.hl 
BLAST N 
g4097879 
59 

7.0e-25 

166 

84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

52912 

vwf700673828.hl 

BLASTX 

g3193300 

201 

5.0e-16 

92 



8706 



•s identity 


oU 


nudi Description 


(/icuoy^yoj no aenniiion ime rouna i±\TdiD 


beg. No. 




beg. id 


vwi /uud/jo /j.ni 






NCBI GI 


g!8638 


BLAST score 


266 


E value 


l . ue— 14 o 


Match length 


z / u 


% identity 


inn 


NCBI Description 


Soybean Gy3 gene for glycinin subunit G3 


beg. no. 


CO Q1 A 

oz yi4 


oeg. lu 


vwi /uuD/jOOj»ni 




RT DQTY 
J_>J_irlO 1A 




y "± J^Uli. 


BLAST score 


252 


E value 


4.0e-22 


Match length 


57 


% identity 


86 


NCBI Description 


MITOGEN- ACT I VAT ED PROTEIN KINASE HOMOLOG 



Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1 (PMEK1) 

>gi_1076650_j)ir S5298 9 mitogen-activated, 

extracelluar-regulated protein kinase 1 (EC 2.7.1.-} - 
garden petunia >gi_603871_emb_CAA58466_ (X83440) MAP/ERK 
kinase 1 [Petunia x hybrida] 

52915 

vwf 700673904. hi 

BLASTN 

g479059 

214 

1.0e-117 

214 

100 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 
52916 

vwf700673981.hl 

BLASTN 

g4097879 

102 

2.0e-50 

198 

96 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

52917 

vwf700673986.hl 

BLASTX 

g4097880 

260 

3.0e-23 

57 

88 

(U70866) polyprotein [Bean pod mottle virus] 



8707 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52918 

vwf700674025.hl 

BLAST N 

g!8535 

187 

1.0e-101 

187 

100 

Soybean mRNA for the alpha subunit of beta-conglycinin 
52919 

vwf700674030.hl 

BLAST N 

gl8535 

191 

1.0e-103 

191 

100 

Soybean mRNA for the alpha subunit of beta-conglycinin 
52920 

vwf 700674044. hi 

BLASTX 

gl888357 

291 , 

1.0e-26 

74 

74 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y117 67) alpha-mannosidase 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52921 

vwf700674054.hl 

BLASTN 

g4539309 

53 

4.0e-21 

145 

84 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 4, BAC clone F19H22 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



52922 

vwf700674149.hl 

BLASTN 

g2760168 

58 

4.0e-24 
174 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MEE6, complete sequence [Arabidopsis thaliana] 

52923 

vwf700674155.hl 



PI clone 



8708 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g210811 

111 

1.0e-55 

246 

87 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 


ozyz4 


Seq. ID 


VWi /UUb / 4Z±3 .nl 


Method 


DT AC TV 


NCBI GI 


gZZoZluo 


BLAST score 


195 


E value 


3.0e-15 


Match length 


DZ 


% identity 


63 


NCBI Description 


(AC002343) unknown protein 


Seq. No. 


52925 


Seq. ID 


vwf 700674240 . hi 


Method 


BLASTN 


NCBI GI 


gl8535 


BLAST score 


249 


E value 


1.0e-138 


Match length 


277 


% identity 


92 


NCBI Description 


Soybean mRNA for the alpha 


Seq. No. 


52926 


Seq. ID 


vwf 7 0067 42 61. hi 


Method 


BLASTN 


NCBI GI 


yr AO/"AC C 

g4zz6Uoo 


cijAbi score 


z oy 


E value 


1.0e-150 


Match length 


277 


% identity 


99 


NCBI Description 


Homo sapiens SUMO- 1-acti vat 




mRNA, complete cds 


Seq. No. 


52927 


Seq. ID 


vwf700674273.hl 


Method 


BLASTN 


NCBI GI 


g545762 


BLAST score 


49 


E value 


5.0e-19 


Match length 


53 


% identity 


98 



N subunit (SUA1) 



NCBI Description 



Eu4=urease {clone 5E5} [Glycine max=soybeans / cv. Dare, 
mid-maturation embryos, mRNA Partial, 540 nt] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



52928 

vwf700674329,hl 

BLASTN 

g4218188 

45 

2.0e-16 



8709 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



i 

85 
88 

Glycine max cytosolic glutamine synthetase (gsl5) gene 
promoter 

52929 

vwf700674332.hl 

BLASTX 

g2842490 

303 

5.0e-28 

72 

79 

(AL02174 9) heat-shock protein [Arabidopsis thaliana] 
52930 

vwf700674336.hl 

BLASTN 

g2605509 

247 

1.0e-137 

251 

100 

Glycine max mRNA for alpha subunit of beta conglycinin, 
complete cds 

52931 

vwf700674385.hl 

BLASTN 

gl69926 

202 

1.0e-110 

226 

98 

Soybean beta-conglycinin-alpha subunit mRNA, 3 T end 
52932 

vwf700674415.hl 

BLASTN 

gl8535 

227 

1.0e-125 

231 
100 

Soybean mRNA for the alpha subunit of beta-conglycinin 
52933 

vwf700674420.hl 

BLASTN 

gl69928 

264 

1.0e-147 

268 
100 

Glycine max alpha 1 -type beta conglycinin storage protein 
gene, complete cds, clone ch4A 



8710 



Q cj rr "K7/-S 

oeq. vio • 


R9 4 


O " ^ • J. u 


vwf 7006744^7 hi 

VvVJ_ f UvU / 1 *± «J / •ill 






NCRT 


y jyi juyu 


BLAST score 


71 


E value 


8.0e-32 


Vl "1 Af \ /-t4~ 

i. v ldLdl lcliyi,ii 


1 ^R 


^ lUciiLiLy 


o o 


LNV^Di UCO I— I- 1U L lUlI 


uiuci aii^Liiiuiu niivLNri iui uupuci L*<J11 U ctliiliiy a. 




(DAO) 






>o ~ • 1JJ 


vwf 7 Of) 67 4 4 ^8 hi 


Method 




NCBI GI 


g4567304 


BLAST score 


243 


Tra 1 no 








^ laenLiLy 


79 
/ Z 




U J j J U ) U.11 Jvlivj Wil piutclll [_rU. ct.UX(j.up O -L o L- 1 let. -L 


oSCJ * JNO . 


0Z !?OD 




T7W-F70 0 67444 6 hi 

VWl / V\J \J /*±4'±<Q.I1.L 


M^+* h 

1JC L11UU 


PLASTY 


NCBI GI 


g4538927 


BLAST score 


167 


III ValUc 


o . ue iz 


Match length 


o y 


% identity 


0 D 


lnu-d± uescription 


^/ij_iU^ r q o o ; puidLive peroxidase LHraDiaopsis 


Cd/^f Ma 




Qpn TD 


VW-F7D0674 4 61 hi 

VWl / U\J\j f I'iUl . 11 J. 


Mpf h o.H 


DJ_iflij ± Ln 


NCBI GI 


gl8638 


BLAST score 


223 


Hi V O.J- U.C- 


± • UC liZ 


ixicicdi ieny un 


ZOO 


% identity 


Q*7 


inudi ue scrip uion 


ooyoean (ayo gene ror giycmm SLiounir bo 


oeq. no. 




c prf TP) 


t7Ta7-t t 7 OH £7 4 R 0 6 h i 

VWl (UUD / 1 JUO till 




i_>±JXT.O X Z\ 


NCBI GI 


CT 465898 


BLAST score 


166 


E value 


6.0e-12 


Match length 


69 


% identity 


52 


NCBI Description 


HYPOTHETICAL HELICASE K12H4.8 IN CHROMOSOME 



Seq. No. 



>gi_630692_pir S44849 K12H4.8 protein - Caenorhabditis 

elegans >gi__289703 (L14331) homology with eukaryotic 
initiation factor-4A (eIF-4A) and E. coli Ribonuclease III; 
coded for by C. elegans cDNA GenBank: T02268 ; putative 
[Caenorhabditis elegans] 

52939 



8711 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



vwf700674549.hl 

BLASTN 

g4097879 

46 

3.0e-17 

145 
84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52940 

vwf700674559.hl 

BLASTN 

g545762 

79 

7.0e-37 

155 

92 

Eu4=urease {clone 5E5} [Glycine max=soybeans / cv. 
mid-maturation embryos, mRNA Partial, 540 nt] 



Dare, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52941 

vwf700674565.hl 

BLASTN 

g256634 

159 

1.0e-84 

163 
50 

KTil=Kunitz trypsin inhibitor KTil, KTi2=Kunitz trypsin 
inhibitor KTi2 [soybeans, Genomic, 32 69 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52942 

vwf700674774.hl 

BLASTX 

g3445212 

175 

6.0e-13 

55 
64 

(AC004786) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52943 

vwf700674779.hl 

BLASTN 

g2317899 

191 

1.0e-103 

215 

97 

Glycine max Sali3-2 mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



52944 

vwf700674780.hl 

BLASTN 

gl69972 



8712 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279 

1.0e-156 

279 
100 

Soybean glycinin A-la-B-x subunit mRNA, complete cds 



52945 

vwf700674863.hl 

BLASTN 

g3097320 

221 

1.0e-121 

236 
99 

Glycine max gene for 



Bd 3 OK, complete cds 



52946 

vwf700674871.hl 

BLASTN 

gl66857 

39 

5.0e-13 

114 

84 

Arabidopsis thaliana cytoplasmic ribosomal protein mRNA, 
complete cds 

52947 

vwf700674888.hl 

BLASTN 

g2605908 

54 

5.0e-22 

82 

91 

Kosteletzkya virginica clone KVATP2 plasma membrane 
H+-ATPase mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



52948 

vwf700674890.hl 

BLASTN 

gl70091 

196 

1.0e-106 

230 

97 

Glycine max vegetative storage protein 
complete cds 

52949 

vwf700674895.hl 

BLASTN 

gl8535 

191 

1.0e-103 

198 
99 



(vspB) gene, 



8713 



NCBI Description Soybean mRNA for the alpha subunit of beta-conglycinin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52950 

vwf700674919.hl 

BLASTN 

g210811 

133 

7.0e-69 

233 

89 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 


52951 


Seq. ID 


vwf700674931.hl 


Method 




"Kir 1 DT C T 


g4 14Ubyi 


rsiiAoi score 




E value 


q n^— i o 


Ma ten lengtn 


O A 


-6 identity 


c c 
33 


NCBI Description 


(Ariuiy/zj zeatiin 


UClj. IN KJ » 


.?3Z 


Seq. ID 


vwf700675010.hl 


Method 


BLASTN 


NCBI GI 


g456713 


BLAST score 


174 


E value 


2.0e-93 


Match length 


216 


% identity 


33 


NCBI Description 


Glycine max gene 


Seq. No. 


52953 


Seq. ID 


vwf700675105.hl 


Method 


BLASTX 


NCBI GI 


g!778015 


BLAST score 


201 


E value 


5.0e-16 


Match length 


88 


% identity 


47 


NCBI Description 


(U59508) osmotic 



complete cds 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52954 

vwf 700675120, 
BLASTN 
g736001 
166 

1.0e-88 

222 
94 

G.soja (SHI) 



hi 



Gy5 mRNA for glycinin 



Seq. No. 
Seq. ID 
Method 



52955 

vwf700675121.hl 
BLASTX 



8714 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl707657 
202 

3.0e-17 

74 
57 

(Z71640) DnaJ homologue [Pi sum sativum] 
52956 

vwf700675178.hl 

BLASTX 

g4097880 

170 

1.0e-12 

43 

77 

(U70866) polyprotein [Bean pod mottle virus] 



52957 

vwf700675231.hl 

BLASTN 

gl69972 

237 

1.0e-131 

253 

98 

Soybean glycinin 



A-la-B-x subunit mRNA, complete cds 



52958 

vwf700675281.hl 

BLASTN 

gl772305 

242 

1.0e-134 

246 

100 

Glycine max mRNA for glycinin, complete cds 
52959 

vwf 700675327. hi 

BLASTN 

gl8620 

113 

5.0e-57 

205 

89 

Soybean mRNA fragment for Gy(4) glycinin 
52960 

vwf700675386.hl 

BLASTN 

g3097320 

178 

1.0e-95 

246 

93 

Glycine max gene for Bd 30K, complete cds 



8715 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52961 

vwf700675505.hl 

BLASTN 

g4097879 

61 

6.0e-26 

177 

84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



52962 

vwf700675519.hl 

BLASTN 

gl8556 

61 

6.0e-26 

123 

91 



NCBI Description G.max DNA for Cab5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52963 

vwf700675533.hl 

BLASTX 

g4580461 

178 

3.0e-19 

77 
62 

(AC006081) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52964 

vwf700675543.hl 

BLASTX 

g229708 

246 

1.0e-21 

64 

78 

Bean pod mottle virus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52965 

vwf700675567.hl 

BLASTN 

g4097879 

69 

1.0e-30 

213 

84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



52966 

vwf700675592.hl 

BLASTX 

g4539324 

322 



8716 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-30 

78 

81 

(AL035679) kinesin like protein [Arabidopsis thaliana] 
52967 

vwf700675660.hl 

BLASTN 

g4097879 

90 

3.0e-43 

166 

89 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

52968 

vwf700675665.hl 

BLASTN 

gl8628 

173 

9.0e-93 

229 

94 

Soybean mRNA for A5A4B3 subunits of glycinin 
>gi_2170692_dbj_E02461_E02461 cDNA encoding glycinine 
subunit A5A4B3 precursor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52969 

vwf700675671.hl 

BLASTX 

gl38364 

145 

1.0e-20 

80 

68 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639j?ir GNWXG7 genome polyprotein M 

bean pod mottle virus {strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



52970 

vwf700675685.hl 

BLASTN 

gl69972 

218 

1.0e-119 

254 

96 

Soybean glycinin A-la-B-x subunit mRNA, 
52971 

vwf700675732.hl 

BLASTN 

g4165487 

65 

3.0e-28 



complete cds 



8717 



Match length 

% identity 

NCBI Description 




101 
91 

Hordeum vulgare mRNA 




for alpha-tubulin 



Seq. No. 


52972 


OC4. ±Lf 


TT-wf 100 fil D hi 

VWl / UUD / .J / *± U • 11J. 


A/T i-\ Vt /"s /H 


RT Zi QTTtf 
D-LurlO ± IN 


IN 0 D ± \jj± 






lO *i 


E value 




riaucn x en gun 


1 9 


2- T Hont" 1 "I" T7 

O JLUldJLUXL-^ 




t\OD J. JJCiUiiptlUll 


^ \ /V^ 0 n mRMZi "F<^r* iho ^1 nb a cm ihnn i f pi -F hpf" ^ — c on rrl th "i n 

UUyJJCall i_ ^ i_ O. _L£J1 1CL O U.Jw' L4.J I_L l_ KJ 1. i-'C.L.d Wily _L^y^_LllJ_ll 


Seq. No. 


52973 


Seq. ID 


vwf700675755.hl 


iYiei-noQ. 


DT TV CfpV 
oJ_lB.O 1 a 


NTr , T3 T P T 

LNL,nl ul 


rrl 9 A A Q QQ 
gzz 4 ft 0 i?0 


dMo! score 


,3U4 


E value 




Match length 


Q /t 


% identity 


65 


nldi uescnpnon 


{iij/ooo) strong simnariry 10 protein pnospnarase 




reguiauury cnam^ /ftis. [■"•ra.jjiu.opsis tnaiianaj 


Seq. No. 


52974 


O AST T Pi 

oeq. iu 


vwr /uuo/o/oo. ni 


Method 


rjT 7\ ciT"V 

bijAb iA 




™*i o n n o m 

gloOUoU / 




9on 


E value 


d . ue-io 


Match length 


oZ 


-6 laenciuy 


9 


inv^jdj. ussciipLion 


f Q O Q Q ^ \ y\ 1 M W /-t ^> ^\ o 4— t tt *Ti *H /~\ -v* 1 "D -h 4* i n c* /^s v*tt^/y -i /^t t t c 1 

(uojooj] pxuo coactivaLor L-^aL-uiis norvegicusj 


Seq. No. 


52975 


Seq. ID 


vwf700675779.hl 


Method 




\TPDT PT 


gz ibu ioo 


bliAbi score 




E value 


\y * ue J.0 


Match length 


1 1 T 

111 


■6 identity 




NCBI Description 


Sequence of BAC F21M12 from. Aralbidopsis thaliana chromo 




1^ complete sequence [Arabidopsis thaliana] 


Q p, rr KJri 

O C • IN <w* • 




Seq. ID 


vwf 700675902. hi 


Method 


BLASTX 


NCBI GI 


g2213871 


BLAST score 


146 


E value 


1.0e-09 


Match length 


48 


% identity 


62 


NCBI Description 


(AF003126) poly (A) -binding protein [Mesembryanthemum 




crystallinum] 



8718 



Cprr ISJo 

uCU < IN \J • 


52977 


Seq. ID 


vwf700675903.hl 


Method 


BLASTN 


NCBI GI 


gl794171 


BLAST score 


157 


F. va 1 hp 


3 Oe-83 


Ms +■ 1 pnrrhh 


220 


%. ~\ Hon 1~ ~i ~i~\T 




NCBI Description 


Glvcine max liDOxvaenase-3 mRNA,. romnlete cds 






Seq. ID 


vwf700675914 hi 


Method 


BLASTN 


NCBI GI 


g3832511 


BLAST score 


109 


E value 


2.0e-54 


Match length 


273 


% identity 


85 


NCBI Description 


Astragalus membranaceus granule-bound glycogen 



(starch) 



synthase mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



52979 

vwf700675939.hl 

BLASTN 

gl8535 

216 

1.0e-118 

224 
99 

Soybean mRNA for the alpha subunit of beta-conglycinin 
52980 

vwf700675945.hl 

BLASTN 

gl853967 

53 

3.0e-21 

132 

89 

Vigna unguiculata mRNA for CPRD12 protein, complete cds 
52981 

vwf700675947.hl 

BLASTN 

gl8535 

257 

1.0e-143 

257 

100 

Soybean mRNA for the alpha subunit of beta-conglycinin 
52982 

vwf700675950.hl 

BLASTX 

gl352681 

170 

2.0e-12 



8719 



Match length 

% identity 

NCBI Description 



38 
87 

PROTEIN PHOSPHATASE 2C (PP2C) >gi_107 6391_pir S55457 

phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi_633028__dbj_BAA07287_ (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 



beq * lno . 




oeq. ±u 


VWI / UUO / • I1X 
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i score 
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% identity 


87 


NCBI Description 


Bean pod mottle virus complete segment RNA1 polyprot 




ycilc, L-OIIip-LcL^ L.U.O 


beg. jno. 




oeq. x u 
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Method 
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% identity 


y b 


NCBI Description 


Soybean Gyl gene for glycinin subunit GI 


beq. no. 


COQQ C 

ozyoo 


Seq. ID 


vwr /uuo/oyyi.ni 


Method 




"N.Tf'D T PT 

NUJdI la± 




T~\ T TV C m n jF ^» jp* >-v 

oLAbi score 


± / b 


E value 


A Art T *3 


ixia.T-cn lengLn 


o o 


% identity 


A "3 
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product from A. thaliana BAC gb _AC000375 . [Arabidops 




thaliana] 


beq. no. 


ozyo d 


beq. ID 


vwr /Uub/bUUz.nl 


L v ie unoci 


rt now 


NCBI GI 


gz444z / 1 


BLAST score 


242 


E value 


8.0e-21 


Match length 


75 


% identity 


64 


NCBI Description 


(AF019637) putative amino acid or GABA permease 




[Arabidopsis thaliana] 


Seq. No. 


52987 


Seq. ID 


vwf700676005.hl 


Method 


BLASTN 


NCBI GI 


gl8535 


BLAST score 


109 


E value 


2.0e-54 



8720 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193 
90 

Soybean mRNA for the alpha subunit of beta-conglycinin 
52988 

vwf700676013.hl 

BLASTN 

gl8535 

198 

1.0e-107 

266 

94 

Soybean mRNA for the alpha subunit of beta-conglycinin 
52989 

vwf700676025.hl 

BLASTN 

gl69159 

128 

7.0e-66 

250 
91 

Pea chloroplastic copper/ zinc-superoxide dismutase mRNA, 
complete cds 

52990 

vwf700676028.hl 

BLASTX 

gl38364 

136 

5.0e-ll 

81 

46 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

52991 

vwf700676031.hl 

BLASTN 

gl8535 

189 

1.0e-102 

218 
97 

Soybean mRNA for the alpha subunit of beta-conglycinin 
52992 

vwf700676116.hl 

BLASTN 

g3097320 

205 

1.0e-112 

205 

100 

Glycine max gene for Bd 30K, complete cds 



8721 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52993 

vwf700676146.hl 

BLASTN 

g210811 

79 

1.0e-36 

234 
93 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52994 

vwf 700676174. hi 

BLASTN 

g4097879 

74 

1.0e-33 

234 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

52995 

vwf700676279.hl 

BLASTX 

g3269287 

190 

1.0e-14 

42 

88 

(AL030978) GH3 like protein [Arabidopsis thaliana] 
52996 

vwf700676283.hl 

BLASTN 

gl69968 

242 

1.0e-134 

246 

100 

Soybean (G.max) glycinin seed storage protein, subunit 
A3-B4, mRNA. >gi_2170691_dbj_E024 60_E024 60 cDNA encoding 
glycinine subunit A3B4 precursor 

52997 

vwf 700676288. hi 

BLASTX 

gl805654 

173 

1.0e-12 

76 

50 

(X99972) calmodulin-stimulated calcium-ATPase [Brassica 
oleracea] 



Seq. No. 



52998 



8722 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



vwf700676325.hl 

BLASTN 

g3097320 

267 

1.0e-149 

271 

100 

Glycine max gene for 



Bd 3 OK, complete cds 



52999 

vwf700676331.hl 

BLASTN 

g218264 

152 

3.0e-80 

188 

95 

Glycine max mRNA for glycinin A2Bla subunit, 



complete cds 



Seq. No. 
Seq. ID 
Method 



53000 

vwf700676340.hl 

BLASTX 

g2196878 

280 

3.0e-25 

59 

92 

(Y08292) NADH glutamate dehydrogenase [Nicotiana 
plumbaginif olia] 

53001 

vwf700676342.hl 

BLASTX 

gl711615 

355 

4.0e-34 

80 

85 

HIGH AFFINITY SULPHATE TRANSPORTER 1 

>gi_10858 47_pir S51763 high affinity sulphate transporter 

- Stylosanthes hamata >gi_607184_emb_CAA57710_ (X82255) 
high affinity sulphate transporter [Stylosanthes hamata] 

53002 

vwf700676476.hl 

BLASTN 

g4097879 

148 

8.0e-78 

244 

90 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

53003 

vwf700676503.hl 
BLASTX 



8723 



NCBI GI g2655889 

BLAST score 145 

E value 1.0e-09 

Match length 51 

% identity 4 9 

NCBI Description (AL009171) 62D9.b [Drosophila meianogaster] 

Seq. No. 53004 

Seq. ID vwf700676535.hl 

Method BLASTX 

NCBI GI g4160441 

BLAST score 157 

E value 6.0e-ll 

Match length 79 

% identity 4 6 

NCBI Description (AF098674) lateral suppressor protein [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53005 

vwf700676594.hl 

BLASTN 

gll99562 

159 

2.0e-84 

163 

99 

Glycine max 34 kDa maturing seed vacuolar thiol protease 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53006 

vwf700676603.hl 

BLASTN 

gl69928 

75 

3.0e-34 

79 
99 

Glycine max alpha 1 -type beta conglycinin storage protein 
gene, complete cds, clone ch4A 



Seq. No. 53007 

Seq. ID vwf700676723.hl 

Method BLASTX 

NCBI GI g4567304 

BLAST score 239 

E value 2.0e-20 

Match length 86 

% identity 52 

NCBI Description (AC005956) unknown protein [Arabidopsis thaliana] 

Seq. No. 53008 

Seq. ID vwf700676729.hl 

Method BLASTX 

NCBI GI g3355474 

BLAST score 270 

E value 4.0e-24 

Match length 74 



8724 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

(AC004218) unknown protein [Arabidopsis thaliana] 
53009 

vwf 700676794. hi 

BLASTX 

gl71569 

154 

2.0e-10 

52 

52 

(M76739) 1, 4-glucan-6- (1, 4-glucano) -transferase 
[Saccharomyces cerevisiae] 

53010 

vwf700676858.hl 

BLASTN 

gl69972 

202 

1.0e-110 

217 

99 

Soybean glycinin A-la-B-x subunit mRNA, complete cds 
53011 

vwf700676921.hl 

BLASTN 

gl8769 

158 

8.0e-84 

238 
93 

G.max mRNA Ti-a for Kunitz trypsin inhibitor subtype A 
53012 

vwf700676922.hl 

BLASTN 

g2598656 

84 

1.0e-39 

120 

93 

Vicia faba mRNA for elongation factor 1-alpha (EFl-a) 
53013 

vwf700676932.hl 

BLASTN 

gl8628 

125 

4.0e-64 

249 

89 

Soybean mRNA for A5A4B3 subunit s of glycinin 
>gi_2170692_dbj_E02461_E024 61 cDNA encoding glycinine 
subunit A5A4B3 precursor 



Seq. No. 



53014 



8725 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



vwf700676958.hl 

BLASTX 

g!345132 

194 

3.0e-15 

77 
9 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_1389566__dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

53015 

vwf700676992.hl 
BLAST N 
g218264 
257 

1.0e-143 

257 
100 

Glycine max mRNA for glycinin A2Bla subunit, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53016 

vwf700677015.hl 

BLASTX 

gl38364 

189 

1.0e-18 

73 

65 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



53017 

vwf700677066.hl 

BLASTN 

g456713 

124 

2.0e-63 

226 

36 

Glycine max gene for ubiquitin, 



complete cds 



53018 

vwf700677082.hl 

BLASTN 

gl8535 

64 

9.0e-28 

136 

87 

Soybean mRNA for the alpha subunit of beta-conglycinin 
53019 

vwf 700677092. hi 



8726 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTN 

g218264 

254 

1.0e-141 

254 

100 

Glycine max mRNA for glycinin A2Bla subunit, 



complete cds 



53020 

vwf700677096.hl 

BLASTN 

gl69972 

164 

2.0e-87 

258 
98 

Soybean glycinin A-la-B-x subunit mRNA, complete cds 



53021 

vwf700677103.hl 

BLASTN 

g210811 

84 

1.0e-39 

236 

84 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 

53022 

vwf700677106.hl 

BLASTN 

g210811 

69 

9.0e-31 

185 

84 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



complete cds, 



53023 

vwf700677112.hl 

BLASTN 

gl8535 

51 

2.0e-20 

109 

94 

Soybean mRNA for the alpha subunit of beta-conglycinin 
53024 

vwf700677114.hl 

BLASTN 

g4097879 

185 

1.0e-100 
249 



8727 



% identity 

NCBI Description 



94 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 


53025 




vwi /yuo / / li j ■ in 
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Hj value 
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ft 6 
o o 


% -J Hpfif i fy 
o lucii c j. i- _y 
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NCBI DescriDtion 


(U799581 BP-80 vacuolar 


Seq. No. 


53026 




trwf 7 00 6771 9 6 hi 




OXxriO X 1\ 


MpD t r>T 
WUJdX kjl 


rrdOQ7RQ^ 
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996 
z o 


Hj vaiue 
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Match length 


Z4 0 


■5 luencmy 




l\ODl LJcbLIiptlOil 


biycins iuax napiri type . 


Seq. No. 


53027 


Seq. ID 


vwf 700677158. hi 




DT AQTY 

DLuAO i a 




gZoooo ZZ 


bijAbi score 


14Z 


E value 


o . ue — uy 


Match length 


oz 


% identity 


oz 
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Seq. No. 


53028 


Seq. ID 


vwf700677201.hl 


Method 


BLASTX 


NCBI GI 


g3142293 


BLAST score 


140 


E value 


8.0e-09 


Match length 


63 


% identity 


49 



[Pisum sativum] 



3 mRNA, complete cds 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002411) Contains similarity to myosin IB heavy chain 
gb__X70400 from Gallus gallus . [Arabidopsis thaliana] 

53029 

vwf700677218.hl 

BLASTN 

g4097879 

119 

2.0e-60 

259 

86 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



8728 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



53030 

vwf700677219.hl 
BLAST N 
g806555 
223 

1.0e-122 

251 

98 

G.soja mRNA for glycinin 
53031 

vwf700677243.hl 

BLASTX 

g4454471 

304 

4.0e-28 

84 

68 

(AC006234) putative G protein coupled receptor [Arabidopsis 
thaliana] 

53032 

vwf700677249.hl 

BLASTN 

gl8634 

216 

1.0e-118 

263 

96 

Soybean Gyl gene for glycinin subunit GI 
53033 

vwf700677282.hl 

BLASTN 

gl8535 

212 

1.0e-116 

228 
99 

Soybean mRNA for the alpha subunit of beta-conglycinin 
53034 

vwf700677387.hl 

BLASTN 

gl8769 

163 

9.0e-87 

235 

93 

G.max mRNA Ti-a for Kunitz trypsin inhibitor subtype A 
53035 

vwf700677415.hl 

BLASTX 

g2160185 

208 

7.0e-17 



8729 



Match length 

% identity 

NCBI Description 



67 
54 

(AC000132) Similar to S. 
[Arabidopsis thaliana] 



pombe ISP4 (gb_D83992) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



53036 

vwf 700677424. hi 

BLASTN 

g2605509 

238 

1.0e-131 

250 
99 

Glycine max mRNA for alpha subunit of beta conglycinin, 
complete cds 

53037 

vwf700677445.hl 

BLASTX 

g3243234 

144 

2.0e-09 

77 

35 

(AF071477) isoflavone reductase related protein [Pyrus 
communis] 

53038 

vwf700677480.hl 

BLASTN 

g4097879 

214 

1.0e-117 

242 

97 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

53039 

vwf700677530.hl 

BLASTN 

g210811 

77 

1.0e-35 

172 

87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

53040 

vwf700677531.hl 

BLASTX 

g2190544 

142 

4.0e-09 

59 

56 



8730 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC001229) Similar to Saccharomyces hypothetical protein 
P9642.2 (gb_U40828). [Arabidopsis thaliana] 



53041 

vwf700677595.hl 

BLASTX 

g3063445 

169 

2.0e-12 

57 
8 

(AC003981) F22013, 



7 [Arabidopsis thaliana] 



53042 

vwf700677629.hl 

BLASTN 

g2605509 

97 

1.0e-47 

137 

93 

Glycine max mRNA for alpha subunit of beta conglycinin, 
complete cds 

53043 

vwf700677639.hl 

BLASTN 

g4097879 

138 

7.0e-72 

229 

94 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



53044 

vwf700677659.hl 

BLASTX 

g790687 

164 

1.0e-ll 

52 
62 

(L39651) zinc finger protein 



[Arabidopsis thaliana] 



53045 

vwf700677663.hl 

BLASTN 

g3192930 

149 

2.0e-78 

169 

97 

Glycine max clone a2 malate dehydrogenase (Mdh-1) mRNA, 
nuclear gene encoding mitochondrial protein, partial cds 



Seq, No. 



53046 



8731 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



vwf700677748.hl 

BLASTN 

g3063690 

36 

5.0e-ll 

48 
94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4D11 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53047 

vwf700677771.hl 

BLASTN 

g2605509 

207 

1.0e-113 

214 

100 

Glycine max mRNA for alpha subunit of beta conglycinin, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



53048 

vwf700677817.hl 

BLASTN 

gl69097 

49 

1.0e-18 

173 
82 



NCBI Description Pea histone H2A mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53049 

vwf700677867.hl 

BLASTX 

g3093294 

387 

6.0e-38 

80 

93 

(Y12782) putative villin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
• E value 



53050 

vwf700677884.hl 

BLASTN 

g2924257 

181 

2.0e-97 

249 

47 

Tobacco chloroplast genome DNA 
53051 

vwf700677885.hl 

BLASTN 

g4206101 

129 

2.0e-66 



8732 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213 
90 

Glycine max retroelement diaspora gag-pol polyprotein 
(gag-pol) pseudogene, partial sequence 

53052 

vwf700677903.hl 

BLASTX 

g3386604 

222 

6.0e-19 

74 
67 

(AC004665) putative protein kinase [Arabidopsis thaliana] 
53053 

vwf700677909.hl 

BLASTX 

g4455359 

144 

3.0e-09 

29 

90 

(AL035524) putative protein [Arabidopsis thaliana] 
53054 

vwf700677954.hl 

BLASTX 

g4566505 

192 

7.0e-18 

86 

53 

(AF102868) beta-D-glucan exohydrolase isoenzyme Exol 
[Hordeum vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53055 

vwf700677980.hl 

BLASTN 

g210811 

88 

6.0e-42 

232 

86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53056 

vwf700677994.hl 

BLASTX 

g4220532 

218 

5.0e-18 

84 

56 

(AL035356) putative protein [Arabidopsis thaliana] 



8733 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53057 

vwf700678168.hl 

BLASTN 

g479059 

246 

1.0e-136 

253 
100 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 
53058 

vwf700678176.hl 

BLASTN 

gl8628 

50 

1.0e-19 

126 

86 

Soybean mRNA for A5A4B3 subunits of glycinin 
>gi_2170692_dbj_E02461_E02461 cDNA encoding glycinine 
subunit A5A4B3 precursor 

53059 

vwf700678205.hl 

BLASTN 

g3617740 

54 

5.0e-22 

86 

91 

Arabidopsis thaliana BAC F1I21 from chromosome 1, near 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53060 

vwf700678284.hl 

BLASTN 

g21142 

66 

6.0e-29 

170 

85 

Mustard mRNA for cytosolic glyceraldehyde-3-phosphate 
dehydrogenase (GAPDH, NAD-specif ic; EC 1.2.1.12) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



53061 

vwf700678327.hl 

BLASTX 

g4406789 

190 

9.0e-15 

81 

53 

(AC006532) putative glutamate decarboxylase [Arabidops 
thaliana] 

53062 

vwf700678357.hl 



8734 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

gl69928 

72 

2.0e-32 

128 
89 

Glycine max alpha 1 -type beta conglycinin storage protein 
gene, complete cds, clone ch4A 

53063 

vwf700678382.hl 

BLASTN 

gl8771 

117 

2.0e-59 

237 
87 

G.max mRNA Ti-b for Kunitz trypsin inhibitor subtype B 
53064 

vwf700678392.hl 

BLASTN 

g4097879 

107 

2.0e-53 

144 

95 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

53065 

vwf700678425.hl 

BLASTN 

g21054 

56 

7.0e-23 

200 
87 

P. vulgaris mRNA for tonoplast intrinsic protein 
53066 

vwf700678435.hl 

BLASTN 

gl666233 

77 

1.0e-35 

153 

88 

Pisum sativum act in (PEAcl4) mRNA, complete cds 
>gi_1724142_gb_U81049_PSU81049 Pisum sativum actin (PEAcl4) 
mRNA, complete cds 

53067 

vwf700678472.hl 

BLASTN 

gl008880 

104 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-51 

264 

85 

Phaseolus vulgaris eukaryotic initiation factor 5 
gene, complete cds 



feIF-5) 



53068 

vwf700678516.hl 

BLASTN 

gl8535 

268 

1.0e-149 

268 
100 

Soybean mRNA for the alpha subunit of beta-conglycinin 
53069 

vwf700678542.hl 

BLASTN 

gl69972 

262 

1.0e-146 

262 
100 

Soybean glycinin A-la-B-x subunit mRNA, complete cds 
53070 

vwf700678553.hl 

BLASTN 

g2605509 

232 

1.0e-128 

252 

98 

Glycine max mRNA for alpha subunit of beta conglycinin, 
complete cds 

53071 

vwf700678561.hl 

BLASTX 

g4567225 

180 

1.0e-13 

66 

50 

(AC007119) unknown protein [Arabidopsis thaliana] 
53072 

vwf700678605.hl 

BLASTX 

g4115948 

192 

7.0e-15 

96 
46 

(AF118223) contains similarity to CDP-alcohol 
phosphatidyltransf erases (Pfam: PF01066, score=13.7, E= 
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0.00016, n=l) [Arabidopsis thaliana] 



Seq. No. 


53073 


Seq. ID 


vwf 700678608. hi 


Method 


BLASTX 


NCBI GI 


g3337 350 


BLAST score 


182 


£ value 


1. 0e-13 


Match length 


3y 


% identity 


85 


NCBI Description 


(AC004481) putative permease [Arabidopsis thaliana] 


Seq. No. 


53074 


Seq. ID 


vwf700678621.hl 


Method 


BLASTN 


NCBI GI 


g3097320 


BLAST score 


272 


E value 


1. Oe-151 


Match length 


288 


% identity 


99 


NCBI Description 


Glycine max gene for Bd 30K, complete cds 


Seq. No. 


53075 


Seq. ID 


vwf 700678677. hi 


Method 


BLASTX 


NCBI GI 


g3522947 


BLAST score 


225 


E value 


8.0e-19 


Match length 


81 


% identity 


60 


NCBI Description 


(AC004411) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


53076 


Seq. ID 


vwf700678707.hl 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


108 


E value 


7.0e-54 


Match length 


232 


% identity 


88 

Glycine max cationic peroxidase 2 (Prx2) mRNA, complete cds 


NCBI Description 


Seq. No. 


53077 


Seq. ID 


vwf 700678725 .hi 


Method 


BLASTN 


NCBI GI 


g476213 


BLAST score 


125 


E value 


4 .Oe-64 


Match length 


233 


% identity 


89 


NCBI Description 


Glycine max Century 84 p24 oleosin isoform A gene, complete 




cds 


Seq. No. 


53078 


Seq. ID 


vwf700678730.hl 


Method 


BLASTN 


NCBI GI 


g4097879 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

4.0e-4 9 

235 
87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

53079 

vwf700678738.hl 

BLASTN 

gl8634 

139 

2.0e-72 

255 

89 

Soybean Gyl gene for glycinin subunit GI 
53080 

vwf700678783.hl 

BLASTX 

g3063710 

342 

2.0e-32 

88 

73 

(AL022537) putative protein [Arabidopsis thaliana] 
53081 

vwf700678806.hl 

BLASTN 

g4097879 

177 

4.0e-95 

233 
94 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53082 

vwf700678824.hl 

BLASTX 

g4432846 

262 

3.0e-23 

79 

68 

(AC006283) unknown protein 



[Arabidopsis thaliana] 



53083 

vwf700678863.hl 

BLASTN 

gl69972 

251 

1.0e-139 

251 

100 

Soybean glycinin A-la-B-x subunit mRNA, 



complete cds 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53084 

vwf700678882.hl 

BLASTN 

gl8535 

82 

2.0e-38 

182 

86 

Soybean mRNA for the alpha subunit of beta-conglycinin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53085 

vwf700678886.hl 

BLASTX 

g2244771 

256 

1.0e-22 

76 

72 

(Z97335) kinesin homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53086 

vwf700678889.hl 

BLASTN 

g!8535 

184 

2.0e-99 

192 

99 

Soybean mRNA for the alpha subunit of beta-conglycinin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53087 

vwf700679115.hl 

BLASTN 

g3097265 

156 

1.0e-82 

260 
93 

Pisum sativum mRNA for translation initiation factor 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53088 

vwf700679151.hl 

BLASTX 

gl532171 

163 

1.0e-ll 

39 

77 

(U63815) AT. I. 24- 



9 gene product [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



53089 

vwf700679170.hl 

BLASTN 

gl8608 

270 

1.0e-150 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



270 
100 

Glycine max mRNA for glycinin >gi_2170693_dbj_E024 62_E024 62 
cDNA encoding glycinine subunit A2Bla precursor 

53090 

vwf700679184.hl 

BLASTN 

g218264 

175 

6.0e-94 

223 

95 

Glycine max mRNA for glycinin A2Bla subunit, complete cds 



53091 

vwf700679204.hl 

BLASTN 

gl69912 

89 

1.0e-42 

122 

95 

Glycine max beta-amylase mRNA, 



complete cds 



53092 

vwf 700679212. hi 

BLASTN 

gl8535 

259 

1.0e-144 

266 

93 

Soybean mRNA for the alpha subunit of beta-conglycinin 
53093 

vwf700679221.hl 

BLASTN 

g4063523 

151 

1.0e-79 

266 
89 

Aesculus pavia ATP synthase beta subunit (atpB) gene, 
chloroplast gene encoding chloroplast protein, partial cds 

53094 

vwf700679345.hl 

BLASTX 

gl38364 

230 

1.0e-19 

66 

71 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 



8740 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(M62738) coat protein [Bean pod mottle virus] 
53095 

vwf700679469.hl 

BLASTN 

g4097879 

64 

8.0e-28 

179 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

53096 

vwf700679516.hl 

BLASTN 

g210811 

154 

2.0e-81 

206 

94 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53097 

vwf700679623.hl 

BLASTX 

g4455188 

222 

2.0e-18 

72 

60 

(AL035521) putative protein [Arabidopsis thaliana] 
53098 

vwf700679649.hl 

BLASTX 

g3892052 

218 

3.0e-18 

65 
71 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 

53099 

vwf700679663.hl 

BLASTX 

g3273243 

253 

3.0e-22 

71 

46 

(AB004 660) NLS receptor [Oryza sativa] 

>gi_3273245_dbj_BAA31166_ (AB004814) NLS receptor [Oryza 
sativa] 



8741 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53100 

vwf700679667.hl 

BLASTN 

g2605509 

219 

1.0e-120 

231 
99 

Glycine max mRNA for alpha subunit of beta conglycinin, 
complete cds 



53101 

vwf700679682.hl 

BLASTN 

g2662468 

42 

1.0e-14 

94 

86 

Arabidopsis thaliana ribosomal protein S6 
complete cds 



(rps6) mRNA, 



53102 

vwf700679685.hl 

BLASTN 

gl8535 

240 

1.0e-132 

240 

100 

Soybean mRNA for the alpha subunit of beta-conglycinin 
53103 

vwf700679769.hl 

BLASTX 

g3033391 

174 

6.0e-13 

83 
42 

(AC004238) putative amino acid transporter [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



53104 

vwf700679808.hl 

BLASTN 

g3097320 

250 

1.0e-138 

254 

100 

Glycine max gene for Bd 30K, complete cds 
53105 

vwf700679817.hl 

BLASTN 

g218264 
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BLAST score 


# 

233 


E value 


1.0e-128 


Match length 


253 


% identity 


98 


NCBI Description 


Glycine max mRNA for 




glycinin A2Bla subunit, complete cds 



Seq. No. 53106 

Seq. ID vwf700679824.hl 

Method BLASTX 

NCBI GI g3746070 

BLAST score 321 

E value 4.0e-30 

Match length 65 

% identity 89 

NCBI Description (AC005311) unknown protein [Arabidopsis thaliana] 

Seq. No. 53107 

Seq. ID vwf700679828.hl 

Method BLASTX 

NCBI GI g4455359 

BLAST score 14 0 

E value 5.0e-09 

Match length 36 

% identity 78 

NCBI Description (AL035524) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53108 

vwf700679842.hl 

BLASTN 

g479059 

255 

1.0e-141 

255 

100 

G.max (Fiskeby V) mRNA for cysteine endopeptidase 
53109 

vwf 700679854. hi 

BLASTX 

g3128228 

308 

1.0e-28 

65 

91 

(AC004077 
thaliana] 



putative ribosomal protein L18A [Arabidopsis 
>gi_3337376 (AC004481) putative ribosomal protein 



L18A [Arabidopsis thaliana] 
53110 

vzy700750518.hl 

BLASTX 

g4538913 

150 

7.0e-15 

80 
59 

(AL04 9482) putative protein [Arabidopsis thaliana] 
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oeq. ino. 


jjiii 




vzy / uu / .111 


Method 


BLASTX 


NCBI GI 


g2764949 


Dijiioi score 




E value 


i . ue 


Match length 


72 


% identity 


OO 


NCBI Description 


(X98931) heat s 


beg. NO. 




Qdor Tfl 
OSq. 1U 


vzy / uu / ou / 4± / . n± 






NCBI GI 


g3482933 


BLAST score 


299 


E value 


1.0e-27 


Match length 


82 


% identity 


65 


NCBI Description 


(AC003970) Simi 



Similar to cdc2 protein kinases [Arabidopsis 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53113 

vzy700750760.hl 

BLASTX 

g3158476 

179 

2.0e-13 

39 

85 

(AF067185) aquaporin 



2 [Samanea saman] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53114 

vzy700750929.hl 

BLASTX 

g2160692 

281 

2.0e-25 

72 

74 

(U73527) B f regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



53115 

vzy700751029.hl 

BLASTX 

g2654108 

282 

1.0e-25 

75 

73 

(AF034419) cytosine-5 DNA methyltransf erase 
53116 

vzy700751080.hl 

BLASTX 

gl895084 



[Pisum sativum] 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102 

7.0e-ll 

49 

73 

(U898 97) golgi associated protein se-wap41 [Zea mays] 
53117 

vzy700751095.hl 

BLASTX 

gl20669 

267 

6.0e-24 

52 

98 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase {EC 1.2.1.12} - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

53118 

vzy700751401.hl 

BLASTX 

g485515 

435 

2.0e-43 

88 

98 

ADR6 protein - soybean >gi__2 9 6 4 4 5_emb_CAA4 9340_ (X69639) 
auxin down regulated [Glycine max] >gi_2304955 (U64866) 
similar to ADR 6 encoded by GenBank Accession Number X69639; 
aluminum induced [Glycine max] 



Seq. No. 


53119 


Seq. ID 


vzy700751444.hl 


Method 


BLASTX 


NCBI GI 


g2832643 


BLAST score 


203 


E value 


3.0e-16 


Match length 


86 


% identity 


53 


NCBI Description 


(AL021710) hypothetical protein 


Seq. No. 


53120 


Seq. ID 


vzy700751451.hl 


Method 


BLASTX 


NCBI GI 


g4249386 


BLAST score 


377 


E value 


1.0e-36 


Match length 


85 


% identity 


84 


NCBI Description 


(AC005966) Strong similarity to 




from Arabidopsis thaliana. EST 




gene. [Arabidopsis thaliana] 


Seq. No. 


53121 


Seq. ID 


vzy700751510.hl 
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Method 


BLASTX 


NCBI GI 


g2406565 


BLAST score 


194 


E value 


3. ue-15 


Match length 


76 


% identity 


32 


NCBI Description 


(Uool4U) nucl^ear VCP-like protein NVLp.^ [Homo sapiens J 


Seq. No. 


53122 


oeq. ID 


vzy /uu /oioyo.ni 


Method 


DT TV CTY 


NCBI GI 


g3805962 


BLAST score 


267 


E value 


o . Oe-24 


Match length 


71 


o J j f ' j 

% identity 


72 


NCBI Description 


(Y13772) laccase [Populus balsamif era subsp. trichocarpa] 


Seq. No. 


53123 


C y\ rr T Pi 

beq. 1U 


vzy /uu /oio4o.ni 


Method 


DT tv nrpv 
bliAb lA 




giu / d4oo 


BLAST score 


270 


E value 


3.0e-24 


Match length 


51 


% identity 


98 


NCBI Description 


SAM-synthetase - chickpea (fragment) 




>gi_732576_emb_CAA59508_ (X85252) SAM-synthetase [Cicer 




arietinum] 


Seq. No. 


53124 


Seq. ID 


vzy700751662 . hi 


Method 


BLASTX 


NCBI GI 


g4u56421 


BLAST score 


161 


E value 


2.0e-ll 


Match length 


73 


% identity 


46 


NCBI Description 


(AC005322) Similar to gb Z30094 basic transcripion factor 




2, 44 kD subunit from Homo sapiens. EST gb W43325 comes 




from this gene. [Arabidopsis thaliana] 


Seq. No. 


53125 


Seq. ID 


vzy700751677 .hi 


Method 


BLASTX 


NCBI GI 


g3913008 


BLAST score 


249 


E value 


9.0e-22 


Match length 


63 


% identity 


81 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 




>gi_3021338_emb_CAA06308_ (AJ005041) cytosolic 




fructose-1, 6-bisphosphate aldolase [Cicer arietinum] 


Seq. No. 


53126 


Seq. ID 


vzy700751701.hl 


Method 


BLASTX 
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© 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3152567 
186 

3.0e-14 

61 

64 

(AC002986) Contains similarity to membrane associated 
salt-inducible protein gb_AF007269 from A. thaliana. 
[Arabidopsis thaliana] 

53127 

vzy700751809.hl 

BLASTX 

gl21336 

262 

3.0e-23 

49 

100 

GLUTAMINE SYNTHETASE CYTOSOLIC ISOZYME (GLUTAMATE — AMMONIA 

LIGASE) >gi_81774_pir JQ0937 glutamate — ammonia ligase (EC 

6.3.1.2), cytosolic - soybean >gi_256143__bbs_113802 
(S46513) cytosolic glutamine synthetase, GS {EC 6.3.1.2} 
[Glycine max=soybeans, var Prize, Peptide, 355 aa] [Glycine 
max] 

53128 

vzy700751876.hl 

BLASTX 

g!175011 

277 

6.0e-25 

83 
71 

PLASMA MEMBRANE INTRINSIC PROTEIN IB (TRANSMEMBRANE PROTEIN 
A) (TMP-A) >gi_2 9608 5_emb_CAA4 835 6_ (X68293) transmembrane 
protein [Arabidopsis thaliana] >gi_3386599 (AC004665) 
plasma membrane intrinsic protein IB [Arabidopsis thaliana] 



53129 

vzy700752032.hl 

BLASTX 

g4263522 

191 

8.0e-15 

85 
7 

(AC004044) hypothetical protein 



[Arabidopsis thaliana] 



53130 

vzy700752040.hl 

BLASTX 

g3850579 

157 

6.0e-ll 

58 
55 

(AC005278) Strong similarity to gb_D14550 extracellular 
dermal glycoprotein (EDGP) precursor from Daucus carota. 



8747 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



II • 

ESTs gb_H37281, gb_T44167, gb_T21813, gb_N38437, gb_Z26470, 
gb_R65072, gb_N76373, gb_F15470, gb_Z35182 7 gb_H76373, 
gb_Z34678 an 

53131 

vzy700752274.hl 

BLASTX 

g3158474 

365 

2.0e-35 

78 

87 

(AF067184) aquaporin 1 [Samanea saman] 



53132 

vzy700752376.hl 

BLASTX 

g4544412 

189 

1.0e-14 

78 

44 

(AC006955) hypothetical protein 



[Arabidopsis thaliana] 



53133 

vzy700752432.hl 

BLASTX 

g2655008 

148 

8.0e-10 

61 

44 

(AF017144) (1-4) -beta-mannan endohydrolase [Lycopersicon 
esculentum] 

53134 

vzy700752462.hl 

BLASTX 

gll5581 

281 

2.0e-25 

78 

74 

PHOSPHOENOLPYRUVATE CARBOXYLASE 2 (PEPCASE) 

>gi_68031_pir QYIX2 phosphoenolpyruvate carboxylase (EC 

4.1.1.31) 2 - common ice plant >gi_44 69271_emb_CAA32728_ 
(X14588) phosphoenolpyruvate carboxylase [Mesembryanthemum 
crystallinum] 

53135 

vzy700752506.hl 

BLASTX 

g549063 

215 

6.0e-26 

75 

70 

8748 



# 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi__1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

53136 

vzy700752513.hl 

BLASTX 

g2829910 

357 

3.0e-34 

89 

16 

(AC002291) Unknown protein, contains regulator of 
chromosome condensation motifs [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



53137 

vzy700752525.hl 

BLASTX 

g3036808 

152 

2.0e-10 

51 

57 

(AL022373) DnaJ-like protein 



[Arabidopsis thaliana] 



53138 

vzy700752624.hl 

BLASTX 

g3264763 

155 

7.0e-ll 

45 

76 

(AF071891) 40S ribosomal protein S4 [Prunus armeniaca] 
53139 

vzy700752753.hl 

BLASTX 

g320585 

138 

1.0e-08 

67 

40 

polygalacturonase (EC 3.2.1.15) 1 beta chain precursor - 
tomato >gi_170480 (M98466) polygalacturonase isoenzyme 1 
beta subunit [Lycopersicon esculentum] >gi_1762586 (U63374) 
polygalacturonase isoenzyme 1 beta subunit [Lycopersicon 
esculentum] 

53140 

vzy700752772.hl 

BLASTX 

g4467124 

138 

7.0e-09 
59 



8749 



II 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
53141 

vzy700752832.hl 

BLASTX 

g2500365 

153 

2.0e-10 

34 

85 

PROBABLE 60 RIBOSOMAL PROTEIN L14 (HYDROXYPROLINE RICH 
GLYCOPROTEIN HRGP1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53142 

vzy700752843.hl 

BLASTX 

g485515 

446 

9.0e-45 

83 

99 

ADR6 protein - soybean >gi_296445_emb_CAA4 934 0_ (X69639) 
auxin down regulated [Glycine max] >gi_2304955 (U64866) 
similar to ADR 6 encoded by GenBank Accession Number X69639; 
aluminum induced [Glycine max] 

53143 

vzy700752889.hl 

BLASTX 

g3176098 

169 

3.0e-12 

72 

51 

(Y15036) annexin [Medicago truncatula] 
53144 

vzy700752951.hl 

BLASTX 

g3281867 

249 

6.0e-23 

71 

80 

(AL031004) putative protein [Arabidopsis thaliana] 
53145 

vzy700753133.hl 

BLASTX 

gl23650 

178 

5.0e-14 

41 

100 

HEAT SHOCK COGNATE 70 KD PROTEIN >gi_82245_pir SO3250 heat 

shock protein 70 (clone pMON9743) - garden petunia 



8750 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 



Seq* No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_20557_emb_CAA30018_ (X06932) heat shock protein 70 
[Petunia x hybrida] 

53146 

vzy700753188.hl 

BLASTX 

g2062175 

225 

4.0e-19 

55 

82 

(AC001645) hypothetical protein [Arabidopsis thaliana] 
53147 

vzy700753262.hl 

BLASTX 

g4218120 

159 

3.0e-ll 

76 

47 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 

53148 

vzy700753503.hl 

BLASTX 

g2252840 

190 

9.0e-15 

69 

55 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 

53149 

vzy700753516.hl 

BLASTX 

gl053216 

208 

5.0e-17 

48 
88 

(U39475) chlorophyll a/b-binding protein [Glycine max] 
53150 

vzy700753519.hl 

BLASTX 

g99902 

234 

2.0e-20 

62 

90 

translation elongation factor eEF-1 alpha chain (gene 
tefSl) - soybean 



Seq. No. 



53151 



8751 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



vzy700753540.hl 

BLASTX 

g2507443 

235 

4.0e-20 

50 

86 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
KD CALLUS PROTEIN) (P23) >gi_1675196 (L47968) callus 
protein P23 [Pisum sativum] 



(2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53152 

vzy700753557.hl 

BLASTX 

g730583 

138 

8.0e-09 

39 

69 

60S ACIDIC RIBOSOMAL PROTEIN P2 >gi_551267_emb_CAA55047_ 
(X78213) 60s acidic ribosomal protein P2 [Parthenium 
argentatum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53153 

vzy700753559.hl 

BLASTX 

g2497538 

138 

8.0e-09 

39 

74 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_4 66350 
pyruvate kinase [Glycine max] 



(L08632) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53154 

vzy700753588.hl 

BLASTX 

g99902 

198 

8.0e-16 

47 

83 

translation elongation factor eEF-1 alpha chain 
tefSl) - soybean 



(gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53155 

vzy700753633.hl 

BLASTX 

g4234953 

166 

7.0e-12 

59 

61 

(AF098970) NBS-LRR-like protein cD7 [Phaseolus vulgaris] 



Seq. No. 
Seq. ID 



53156 

vzy700753668.hl 



8752 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3913008 

299 

1.0e-27 

68 
87 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_3021338_emb_CAA06308_ (AJ005041) cytosolic 
fructose-1, 6-bisphosphate aldolase [Cicer arietinum] 

53157 

vzy700753745.hl 

BLASTX 

g4006818 

183 

5.0e-14 

40 

85 

(AC005970) putative translation initiation factor eIF-2B, 
alpha subunit [Arabidopsis thaliana] 

53158 

vzy700753794.hl 

BLASTX 

g3668092 

271 

2.0e-24 

56 

93 

(AC004667) unknown protein [Arabidopsis thaliana] 
53159 

vzy700753851.hl 

BLASTX 

g729442 

149 

4.0e-16 

68 

49 

PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR 
>gi_166380 (M80235) glucose-regulated endoplasmic reticular 
protein precursor [Medicago sativa] 

53160 

vzy700753864.hl 

BLASTX 

g2879796 

138 

1.0e-19 

70 

65 

(AL021813) 60s ribosomal protein [Schizosaccharomyces 
pombe] 



Seq. No. 
Seq. ID 
Method 



53161 

vzy700754169.hl 
BLASTX 



8753 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4103757 
270 

4.0e-24 

58 

90 

(AF027376) MADS1 [Corylus avellana] 
53162 

vzy700754180.hl 

BLASTX 

g401142 

145 

1.0e-09 

40 

75 

SUCROSE SYNTHASE (SUCROSE-UDP GLUCO S YLT RAN SFE RASE) 

>gi_322721_pir S31479 sucrose synthase (EC 2.4.1.13) - 

fava bean >gi_22038_emb_CAA4 9428_ (X69773) sucrose synthase 
[Vicia faba] >gi_295426 (M97551) 

UDP-glucose: D-f ructose-2-glucosyltransf erase [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53163 

vzy700754246.hl 

BLASTX 

gll99806 

101 

1.0e-08 

53 
68 

(X95663) elongation factor 1 alpha [Brugia pahangi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53164 

vzy700754249.hl 

BLASTX 

g2662343 

123 

3.0e-09 

40 

88 

(D63581) EF-1 alpha [Oryza sativa] 
53165 

vzy700754251.hl 

BLASTX 

g3023847 

219 

4.0e-18 

66 

71 

GUANINE NUCLEOTI DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_2385376__emb_CAA69934_ (Y08678) G protein beta 
subunit-like [Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



53166 

vzy700754310.hl 

BLASTX 

g730536 



8754 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226 

6.0e-26 

79 

80 

60S RIBOSOMAL PROTEIN L23 >gi_310933 (L18915) 
protein subunit L17 [Nicotiana tabacum] 



53167 

vzy700754319.hl 

BLASTX 

g2791834 

206 

2.0e-20 

57 

89 

(AF041463) elongation factor 1- 



60S ribosomal 



■alpha [Manihot esculenta] 



Seq. No. 
Seq. ID 



53168 

vzy700754331.hl 

BLASTX 

g4056483 

181 

9.0e-14 

77 

48 

(AC005896) hypothetical protein [Arabidopsis thaliana] 
53169 

vzy700754394.hl 

BLASTX 

g417103 

184 

4.0e-20 

67 

84 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3 . 3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U094 65) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4 4 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_ 44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

53170 

vzy700754423.hl 



8755 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2129889 

268 

6.0e-24 

52 

96 

methionine adenosyltransferase 



(EC 2.5.1.6) 2 - garden pea 



53171 

vzy700754507.hl 

BLASTX 

g2738248 

181 

1.0e-13 

62 

63 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

53172 

vzy700754566.hl 

BLASTX 

g2960358 

184 

4.0e-14 

53 

66 

(AJ224895) caffeoyl-CoA 3-0-methyltransf erase [Populus 
balsamifera subsp. trichocarpa] >gi_2960360_emb_CAA12200_ 
(AJ224896) caffeoyl-CoA 3-0-methyltransf erase [Populus 
balsamifera subsp. trichocarpa] >gi_35505 90_emb_CAA114 95_ 
(AJ223620) caffeoyl CoA 3-0-methyltransf erase [Populus 
balsamifera subsp. trichocarpa] 

53173 

vzy700754633.hl 

BLASTX 

g2252844 

149 

4.0e-10 

47 
62 

(AF013293) belongs to the cytochrome p450 family 
[Arabidopsis thaliana] 



53174 

vzy700754759.hl 

BLASTX 

g3947735 

143 

3.0e-09 

64 
50 

(AJ009720) NL27 



[Solanum tuberosum] 



Seq. No. 
Seq. ID 



53175 

vzy700754801.hl 



8756 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl277166 

194 

3.0e-15 

52 

83 

(U51854) 



cysteine proteinase inhibitor [Glycine max] 



53176 

vzy700754822.hl 

BLASTX 

gl711617 

286 

5.0e-26 

81 

79 

HIGH AFFINITY SULPHATE TRANSPORTER 2 

>gi_1085848_pir S51764 high affinity sulphate transporter 

- Stylosanthes hamata >gi_60718 6_emb_CAA57711_ (X82256) 
high affinity sulphate transporter [Stylosanthes hamata] 



Seq. No. 


53177 


Seq. ID 


vzy700754862.hl 


Method 


BLASTX 


NPRT GT 

ViKsU A. \3 A. 




BLAST score 


209 


E value 


5-0e-17 


Match length 


79 


% identity 


52 


NCBI Description 


(AL031394) metal-transpo] 




[Arabidopsis thaliana] 


Seq. No. 


53178 


Seq. ID 


vzy700754892.hl 


Method 


BLASTX 


NCBI GI 


gl582221 


BLAST score 


230 


E value 


1.0e-19 


Match length 


77 


% identity 


56 


NCBI Description 


prepro-cathepsin C [Homo 


Seq. No. 


53179 


Seq. ID 


vzy700754928.hl 


Method 


BLASTX 


NCBI GI 


g3193284 


BLAST score 


172 


E value 


1.0e-12 


Match length 


81 


% identity 


43 


NCBI Description 


(AF069298) No definition 


Seq. No. 


53180 


Seq. ID 


vzy700754937.hl 


Method 


BLASTX 


NCBI GI 


g66009 


BLAST score 


327 



(fragment) 



8757. 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-31 

67 

88 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) C, 
cytosolic - maize >gi_22238_emb CAA30151_ (X07156) GADPH 
(AA 1-337) [Zea mays] 

53181 

vzy700755079.hl 

BLASTX 

g3914605 

265 

2.0e-26 

80 

65 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1 930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_J15852_emb_CAA7 9357_ (Z217 94) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 

53182 

vzy700755090.hl 

BLASTX 

gl26151 

132 

1.0e-08 

56 
54 

LECTIN PRECURSOR (AGGLUTININ) (SBA) >gi_282 8 98_pir S27365 

lectin precursor - soybean >gi_170006 (K00821) lectin 
prepeptide [Glycine max] 

53183 

vzy700755174.hl 

BLASTX 

g2130149 

393 

1.0e-38 

75 
100 

translation elongation factor eEF-1 alpha chain - maize 
(fragment) 

53184 

vzy700755182.hl 

BLASTX 

gll68189 

235 

3.0e-20 

57 

82 

14-3-3-LIKE PROTEIN A (VFA-1433A) >gi_1076542_pir S52899 

14-3-3 brain protein homolog - fava bean 

>gi_6957 65_emb_CAA88415_ (Z48504) 14-3-3 brain protein 

homolog [Vicia faba] 



8758 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53185 

vzy700755203.hl 

BLASTX 

g3212863 

245 

3.0e-21 

80 
65 

(AC004005) putative translation initiation factor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53186 

vzy700755296.hl 

BLASTX 

gl931639 

156 

8.0e-ll 

47 
60 

(U95973) lysophospholipase isolog [Arabidopsis thaliana] 
53187 

vzy700755386.hl 

BLASTX 

g2739366 

192 

5.0e-15 

54 

57 

(AC002505) SF16 like protein [Arabidopsis thaliana] 
53188 

vzy700755428.hl 

BLASTX 

g4544399 

141 

6.0e-09 

65 

46 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53189 

vzy700755432.hl 

BLASTX 

g3915826 

331 

3.0e-31 

77 

79 

60S RIBOSOMAL PROTEIN L5 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



53190 

vzy700755653.hl 

BLASTX 

g2317900 



8759 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
' NCBI Description 



239 

2.0e-29 

70 

96 

(U89693) Sali3-2 



[Glycine max] 



53191 

vzy700755701.hl 

BLASTX 

g2760345 

367 

2.0e-35 

74 

25 

(U84967) ubiquitin [Arabidopsis thaliana] 
53192 

vzy700755752.hl 

BLASTX 

g2244750 

135 

9.0e-19 

79 
65 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53193 

vzy700755788.hl 

BLASTX 

gl076414 

137 

1.0e-08 

31 
77 

subtilisin-like proteinase (EC 
thaliana (fragment) >gi 757534 



3.4.21.-) - Arabidopsis 
emb CAA59963 (X85974) 



subtilisin-like protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



53194 

vzy700755790.hl 

BLASTX 

g2317900 

316 

1.0e-31 

80 
85 

(U89693) Sali3-2 
53195 

vzy700755864.hl 

BLASTX 

gl352345 

268 

6.0e-24 
67 



[Glycine max] 



8760 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_187 65_emb_CAA40182_ (X56856) eEF-la [Glycine max] 

53196 

vzy700755978.hl 

BLASTX 

g2642157 

373 

3.0e-36 

86 

78 

(AC003000) ankyrin-like protein [Arabidopsis thaliana] 
53197 

vzy700755983.hl 

BLASTX 

g3249103 

137 

1.0e-08 

72 
23 

(AC003114) Contains similarity to membrane-associated 
salt-inducible protein homolog TM021B04.10 gb_2191192 from 
A. thaliana BAC gb_AF007271. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53198 

vzy700755986.hl 

BLASTX 

g4454968 

271 

3.0e-24 

83 

61 

(AF106046) unknown 



[Homo sapiens] 



53199 

vzy700756007.hl 

BLASTX 

g4510421 

171 

2.0e-12 

88 
50 

(AC006929) unknown protein [Arabidopsis thaliana] 
53200 

vzy700756037.hl 

BLASTX 

g2493771 

121 

2.0e-09 

51 

63 

COLD SHOCK PROTEIN CAPA (COLD ACCLIMATION PROTEIN A) 
>gi_1513079 (U62985) cold acclimation protein A 
[ Pseudomonas f r agi ] 



(C7.0) 



8761 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53201 

vzy700756081.hl 

BLASTX 

g3152568 

263 

3.0e-23 

86 

62 

(AC002986 
gb Z97337 



Similar to hypothetical protein product 
from A. thaliana. EST gb H76597 comes from this 



Seq. No. 
Seq. ID 



gene. [Arabidopsis thaliana] 
53202 

vzy700756086.hl 

BLASTX 

g4559333 

255 

2.0e-22 

72 

68 

(AC007087) unknown protein [Arabidopsis thaliana] 
53203 

vzy700756087.hl 

BLASTX 

g3150410 

216 

8.0e-18 

81 
53 

(AC004165) unknown protein [Arabidopsis thaliana] 
53204 

vzy700756091.hl 

BLASTX 

g3927825 

200 

6.0e-16 

43 

88 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

53205 

vzy700756148.hl 

BLASTX 

g421929 

160 

2.0e-20 

74 

11 

ubiquitin - tomato >gi_312160_emb_CAA5167 9_ (X73156) 
ubiquitin [Lycopersicon esculentum] 

53206 

vzy700756158.hl 



8762 




Method 


BLASTX 


NCBI GI 


g3982596 


BLAST score 


331 


E value 


3.0e-31 


Match length 


81 


% identity 


85 


NCBI Description 


(AF039027) cationic peroxidase 2 [Glycine max] 


Seq. No. 


53207 


Seq. ID 


vzy700756168 .hi 


Method 


BLASTX 


NCBI GI 


g2244851 


BLAST score 


259 


E value 


7.0e-23 


Match length 


80 


% identity 


56 


NCBI Description 


(Z97337) amine oxidase [Arabidopsis thaliana] 


Seq. No. 


53208 


Seq. ID 


vzy700756181.hl 


Method 


BLASTX 


NCBI GI 


g4106395 


BLAST score 


247 


E value 


2.0e-21 


Match length 


80 


% identity 


61 


NCBI Description 


(AF073744) raffinose synthase [Cucumis sativus] 


Seq. No. 


53209 


Seq. ID 


vzy700756242.hl 


Method 


BLASTX 


NCBI GI 


g2129825 


BLAST score 


140 


E value 


7.0e-09 


Match length 


41 


% identity 


71 


NCBI Description 


dynamin-like protein phragmoplastin 12 - soybean 




>gi 1217994 (U25547) SDL [Glycine max] 


Seq. No. 


53210 


Seq. ID 


vzy700756334.hl 


Method 


BLASTX 


NCBI GI 


g488571 


BLAST score 


444 


E value 


2.0e-44 


Match length 


88 


% identity 


100 


NCBI Description 


(U09462) histone H3.2 [Medicago sativa] 


Seq. No. 


53211 


Seq. ID 


vzy700756377.hl 


Method 


BLASTX 


NCBI GI 


g4567301 


BLAST score 


205 


E value 


2.0e-16 


Match length 


59 


% identity 


63 



8763 



NCBI Description 



(AC005956) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 


53212 


Seq. ID 


vzy700756393.hl 


Method 


BLASTX 


NCBI GI 


gl352345 


BLAST score 


429 


E value 


7.0e-43 - , . 


Match length 


84 


% identity 


99 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 




>gi 18765 emb CAA40182_ (X56856) eEF-la [Glycine max] 


Seq. No. 


53213 


Seq. ID 


vzy700756401-hl 


Method 


BLASTX 


NCBI GI 


g!707007 


BLAST score 


234 


E value 


7.0e-20 


Match length 


85 


% identity 


15 


NCBI Description 


(U78721) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


53214 


Seq. ID 


vzy700756489.hl 


Method 


BLASTX 


NCBI GI 


g3763925 


BLAST score 


173 


E value 


8.0e-13 


Match length 


44 


% identity 


75 


NCBI Description 


(AC004450) putative AflO-protein [Arabidopsis thaliana] 


Seq. No. 


53215 


Seq. ID 


vzy700756551.hl 


Method 


BLASTX 


NCBI GI 


g3176686 


BLAST score 


144 


E value 


1.0e-09 


Match length 


37 


% identity 


76 


NCBI Description 


(AC003671) Similar to high affinity potassium transport 




HAK1 protein gb_U22945 from Schwanniomyces occidentalis 




[Arabidopsis thaliana] 


Seq. No. 


53216 


Seq. ID 


vzy700756556.hl 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


139 


E value 


9.0e-09 


Match length 


59 


% identity 


58 


NCBI Description 


(D63581) EF-1 alpha [Oryza sativa] 


Seq. No. 


53217 


Seq. ID 


vzy700756577.hl 



8764 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g541950 

158 

6.0e-ll 

64 

55 

SPCP1 protein 
[Glycine- max] 



soybean >gi_310576 (L12257) nodulin-26 



53218 

vzy700756612.hl 

BLASTX 

gll5800 

243 

6.0e-21 

59 
80 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-3) (LHCP) >gi_81771_pir S01962 chlorophyll 

a/b-binding protein 3 precursor - soybean 
>gi_18552_emb_CAA31419_ (X12981) chlorophyll a/b binding 
preprotein (AA - 32 to 231) [Glycine max] 

53219 

vzy700756623.hl 

BLASTX 

g416581 

184 

4.0e-14 

48 

69 

ACTIN-LIKE PROTEIN 3 >gi_283066_pir A41790 actin like 

protein act2 - fission yeast (Schizosaccharomyces pombe) 

53220 

vzy700756719.hl 

BLASTX 

g2996096 

279 

2.0e-25 

53 

98 

(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 

53221 

vzy700756816.hl 

BLASTX 

g2827718 

100 

4.0e-10 

83 
48 

(AL021684) retrotransposon - like protein [Arabidopsis 
thaliana] 



Seq. No. 



53222 



8765 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



vzy700756889.hl 

BLASTX 

g2979559 

210 

4.0e-29 

81 

75 

(AC003680) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53223 

wrg70Q785931.h2 

BLASTN 

g2373387 

174 

2.0e-93 

186 

98 

Homo sapiens mRNA, complete cds 

>gi_4507098_ref_NM_003081.1_SNAP25_ Homo sapiens 
synaptosomal-associated protein, 25 kD (SNAP25) mRNA 

53224 

wrg700785971.h2 

BLASTX 

g3831443 

148 

7.0e-10 

64 

42 

(AC005819) putative auxin-regulated protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53225 

wrg700786029.h2 

BLASTX 

g2435517 

153 

2.0e-10 

54 

50 

(AF024504) contains similarity to peptidase family Al 
[Arabidopsis thaliana] 



53226 

wrg700786052.h2 

BLASTN 

gll39584 

73 

3.0e-33 

169 
86 

Lupinus albus tRNA nucleotidyltransferase 
complete cds 



(CCA1) mRNA, 



Seq. No. 
Seq. ID 



53227 

wrg700786076.h2 



8766 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST N 

g2905771 

136 

1.0e-70 

155 

97 

Glycine max glyceraldehyde-3 phosphate dehydrogenase 
(GAPDH) mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



53228 

wrg700786089.h2 

BLASTN 

g3560556 

236 

1.0e-130 

244 

99 

Homo sapiens brain cellular apoptosis susceptibility 
protein (CSE1) mRNA, complete cds 

53229 

wrg700786094.h2 

BLASTN 

g2565418 

87 

2.0e-41 

139 
91 

Onobrychis viciifolia histone H3 mRNA, complete cds 
53230 

wrg700786224.h2 

BLASTN 

gl845164 

124 

2.0e-63 

232 

95 

Human DNA sequence from phage pTEL from a contig from the 
tip of the short arm of chromosome 16, spanning 2Mb of 
16pl3.3 Contains ESTs 

53231 

wrg700786227.h2 

BLASTN 

gl518539 

214 

1.0e-117 

222 

99 

Glycine max UDP-glucose dehydrogenase mRNA, complete cds 
53232 

wrg700786238.h2 

BLASTN 

gl87292 

171 



8767 



E value 
Match length 
% identity 
NCBI Description 



1.0e-91 

222 

95 

Human myelin-associated glycoprotein (MAG) mRNA, complete 
cds 



Seq. No. 


c o o o o 


Seq. ID 


wrg /uu /ooj^y .ni 


Method 


BLASTX 


NCBI GI 


go oo ± y io 


BLAST score 


149 


E value 


6. Oe-10 


Match length 




% identity 


40 


NCBI Description 


(AL031545) mutS family DNA mismatch repair p 




[Schizosaccharomyces pombe] 


Seq. No. 


53234 


Seq. ID 


wrg700786347 .hi 


Method 


BLAST N 


NCBI GI 


g2224560 


BLAST score 


208 


E value 


1 . Oe-113 


Match length 


223 


% identity 


98 


NCBI Description 


Human mRNA for KIAA0310 gene, complete cds 


Seq. No. 


53235 


Seq. ID 


wrg700786422.hl 


Method 


BLASTX 


NCBI GI 


gl834387 


BLAST score 


170 


E value 


1 . 0e-12 


Match length 


38 


% identity 


79 


NCBI Description 


(Y11022) chalcone synthase [Betula pendula] 


Seq. No. 


53236 


Seq. ID 


wrg700786477 .hi 


Method 


BLASTX 


NCBI GI 


g3036805 


BLAST score 


143 


E value 


3 . 0e-09 


Match length 


49 


% identity 


61 


NCBI Description 


(AL022373) thaumatin-like protein [Arabidop 


Seq. No. 


53237 


Seq. ID 


wrg700786487.hl 


Method 


BLASTX 


NCBI GI 


g2244834 


BLAST score 


168 


E value 


2.0e-12 


Match length 


40 


% identity 


85 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis 



8768 



Seq. No. 


53238 


Seq. ID 


wrg/00786522 .hi 


Method 


BLASTN 


NCBI GI 


g505109 


BLAST score 


228 


E value 


1.0e-125 


Match length 


255 


% identity 


98 


NCBI Description 


Human mRNA for KIAA0067 gene, complete cds 


Seq. No. 


53239 


Seq. ID 


wrg/00786573 .hi 


Method 


BLASTX 


NCBI GI 


gl856971 


BLAST score 


186 


E value 


3.0e-14 


Match length 


67 


% identity 


60 


NCBI Description 


(D26058) This gene is specifically expressed at the S phase 




during the cell cycle in the synchronous culture of 




periwinkle cells. [Catharanthus roseus] 


Seq. No. 


53240 


Seq. ID 


wrg700786633.hl 


Method 


BLASTX 


NCBI GI 


g3695392 


BLAST score 


155 


E value 


1.0e-10 


Match length 


35 


% identity 


77 


NCBI Description 


(AF096371) No definition line found [Arabidopsis thaliana] 


Seq. No. 


53241 


Seq. ID 


wrg700786691.hl 


Method 


BLASTN 


NCBI GI 


gl69920 


BLAST score 


58 


E value 


4 . 0e-24 


Match length 


223 


% identity 


88 


NCBI Description 


Soybean auxin-regulated protein (Aux28) mRNA/ complete cds 


Seq. No. 


53242 


Seq. ID 


wrg700786706 .h2 


Method 


BLASTX 


NCBI GI 


gl717850 


BLAST score 


195 


E value 


1.0e-15 


Match length 


69 


% identity 


57 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-23 KD (UBIQUITIN-PROTEIN 




LIGASE) (UBIQUITIN CARRIER PROTEIN) 




>gi_1072386_emb_CAA63352_ (X92664) ubiquitin-conjugating 




enzyme UbcM2 [Mus musculus] 


Seq. No. 


53243 


Seq. ID 


wrg700786710.h2 



8769 



# 



Method 


BLASTX 


NCBI GI 


g3953475 


BLAST score 


153 


E value 


2 . Oe-10 


Match length 


55 


% identity 


51 


NCBI Description 


[ACOOZoZo) bZZOZ»Zu [Araoiaopsis tnananaj 


Seq. No. 


53244 


Seq. ID 


wrgv 00/8o/4o.nz 


Method 


BLASTN 


NCBI GI 


g529145 


BLAST score 


53 


E value 


2 . Oe-21 


Match length 


1 A C 

105 


% identity 


88 


NCBI Description 


Cricetulus griseus PxF mRNA, complete cds 


Seq. No. 


53245 


Seq. ID 


wrg/007 867 69 .h2 


Method 


BLASTN 


NCBI GI 


g2760172 


BLAST score 


56 


E value 


7.0e-23 


Match length 


145 


% identity 


90 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, ] 




MUB3, complete sequence [Arabidopsis thaliana] 


Seq. No. 


53246 


Seq. ID 


wrg700786794 ,h2 


Method 


BLASTX 


NCBI GI 


g3355476 


BLAST score 


113 


E value 


3 . Oe-10 


Match length 


47 


% identity 


72 


NCBI Description 


(ACuU4zlo) unJcnown protein [/uraoiaopsis Lnaiiana 


Seq. No. 


53247 


Seq. ID 


""7 A A "-7 A /"OA j1 1_ A 

wrg700786804 .h2 


Method 


BLASTX 


NCBI GI 


g2160156 


BLAST score 


169 


E value 


2.0e-12 


Match length 


65 


% identity 


49 


NCBI Description 


(AC000132) Strong similarity to S. pombe leucyl- 




synthetase (gb Z73100) . [Arabidopsis thaliana] 


Seq. No. 


53248 


Seq. ID 


wrg7 0078 6813 . nZ 


Method 


BLASTX 


NCBI GI 


g732194 


BLAST score 


141 


E value 


6.0e-09 


Match length 


91 



PI clone 



8770 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40 

HYPOTHETICAL 27.5 KD PROTEIN IN SPX19-GCR2 INTERGENIC 

REGION >gi_2131919_pir S50731 hypothetical protein YNL200c 

- yeast (Saccharomyces cerevisiae) >gi_600065_emb_CAA55508_ 
(X78898) N1370 [Saccharomyces cerevisiae] 
>gi_1302200_emb_CAA96099_ (Z7147 6) ORF YNL200c 
[Saccharomyces cerevisiae] 

53249 

wrg700786828.h2 

BLASTN 

g2062153 

60 

3.0e-25 

185 
88 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


53250 


Seq. ID 


wrg700786933.h2 


Method 


BLASTX 


NCBI GI 


g2789434 


BLAST score 


180 


E value 


2.0e-16 


Match length 


61 


% identity 


67 


NCBI Description 


(AB001389) CLB1 [Lycopersicon < 


Seq. No. 


53251 


Seq. ID 


wrg700786945.h2 


Method 


BLASTN 


NCBI GI 


g!68700 


BLAST score 


65 


E value 


1.0e-28 


Match length 


101 


% identity 


91 


NCBI Description 


Z.mays zein mRNA, complete cds 


Seq. No. 


53252 


Seq. ID 


wrg700786957.h2 


Method 


BLASTX 


NCBI GI 


g2583119 


BLAST score 


116 


E value 


l.Oe-09 


Match length 


58 


% identity 


56 


NCBI Description 


(AC002387) hypothetical protei 


Seq. No. 


53253 


Seq. ID 


wrg700786974.h2 


Method 


BLASTX 


NCBI GI 


g3046696 


BLAST score 


144 


E value 


l.Oe-09 


Match length 


27 


% identity 


85 



8771 



NCBI Description 



(AL022224) CTP synthase like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53254 

wrg700787051.h2 

BLASTX 

g2624417 

150 

5.0e-19 

71 

70 

(AJ002959) Ubiquitin carrier protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53255 

wrg700787056.h2 

BLASTN 

gl053215 

213 

1.0e-116 

256 

96 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53256 

wrg700787057.h2 

BLASTX 

g3914472 

234 

6.0e-20 

57 

79 

PHOTOS YSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi_322764_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22669__emb_CAA49693_ (X70088) NtpIIlO [Nicotiana 
t aba cum] 



Seq. No. 


53257 


Seq. ID 


wrg700787071.h2 


Method 


BLASTX 


NCBI GI 


g4371280 


BLAST score 


292 


E value 


1.0e-26 


Match length 


76 


% identity 


82 


NCBI Description 


(AC006260) hypothetical protein [Arab: 


Seq. No. 


53258 


Seq. ID 


wrg700787113.h2 


Method 


BLASTN 


NCBI GI 


g20728 


BLAST score 


59 


E value 


1.0e-24 


Match length 


185 


% identity 


84 


NCBI Description 


Pea chloroplast GAPA mRNA encoding 



glyceraldehyde-3-phosphate dehydrogenase 
(EC 1.2.1.13) 



(GAPDH) subunit A 



8772 



Seq. No. 


53259 


Seq. ID 


wrg700787138 ,h2 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


246 


E value 


1 . Oe-136 


Match length 


257 


% identity 


9 


NCBI Description 


Zea mays 22-kDa 


Seq. No. 


53260 


Seq. ID 


wrg / Uu / o / LoZ ,rxz 


Method 


BLASTN 


NCBI GI 


g20728 


BLAST score 


86 


E value 


8.0e-41 


Match length 


178 


% identity 


87 


NCBI Description 


Pea chloroplast 




glyceraldehyde- 




(EC 1.2.1.13) 


Seq. No. 


53261 


Seq. ID 


wrg700787288.h2 


Method 


BLASTX 


NCBI GI 


g3096930 


BLAST score 


163 


E value 


1.0e-ll 


Match length 


73 



3-phosphate dehydrogenase (GAPDH) subunit A 



% identity 

NCBI Description 



48 

(AL023094) 
thaliana] 



Homeodomain - like protein [Arabidopsis 



Seq. No. 


53262 


Seq. ID 


wrg700787309.h2 


Method 


BLASTX 


NCBI GI 


g4510426 


BLAST score 


158 


E value 


6.0e-ll 


Match length 


87 


% identity 


53 


NCBI Description 


(AC006929) hypothetical protein 


Seq. No. 


53263 


Seq. ID 


wrg700787344.h2 


Method 


BLASTN 


NCBI GI 


gl68671 


BLAST score 


139 


E value 


1.0e-72 


Match length 


158 


% identity 


97 


NCBI Description 


Maize 19 kd zein protein, mRNA 


Seq. No. 


53264 


Seq. ID 


wrg700787362.h2 


Method 


BLASTN 



8773 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g21796 
131 

1.0e-67 

226 
90 

Wheat hi st one H3 gene 
53265 

wrg700787368.h2 

BLASTX 

g4335745 

224 

9.0e-19 

74 
54 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
{prosite: PS50187) [Arabidopsis thaliana] 

53266 

wrg700787371.h2 

BLASTX 

g2498706 

150 

5.0e-10 

70 

46 

ORIGIN RECOGNITION COMPLEX PROTEIN, SUBUNIT 2 >gi_1113103 
(U40269) atOrc2p [Arabidopsis thaliana] >gi_3236239 
(AC004684) origin recognition complex protein [Arabidopsis 
thaliana] 

53267 

wrg700787385.h2 

BLASTN 

g2182028 

56 

4.0e-23 

160 

84 

Oryza sativa mRNA for shaggy-like kinase etha 
53268 

wrg700787411.h2 

BLASTN 

g20598 

145 

6.0e-76 

217 

92 

P.miliaceum mRNA for aspartate aminotransferase (pcAAT2) 
53269 

wrg700787466.h2 

BLASTX 

g3063767 

424 



8774 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-42 

88 

92 

(X79192) pyruvate , orthophosphate dikinase [Flaveria 
brownii] 

53270 

wrg700787521.hl 

BLASTX 

g3757518 

165 

6.0e-12 

71 
46 

(AC005167) putative immediate-early salicylate-induced 
glucosyltransferase [Arabidopsis thaliana] 

53271 

wrg700787621.h2 

BLASTX 

g4512018 

195 

2.0e-15 

45 

80 

(AF106660) mRNA binding protein precursor [Lycopersicon 
esculentum] 

53272 

wrg700787639.h2 

BLASTX 

g3510255 

160 

3.0e-ll 

57 

56 

(AC005310) hypothetical protein [Arabidopsis thaliana] 
53273 

wrg700787652.h2 

BLASTN 

gl928978 

164 

2.0e-87 

238 

93 

Vigna unguiculata phospholipase D mRNA, complete cds 
53274 

wrg700787666.h2 

BLASTX 

g481812 

168 

3.0e-12 

46 

36 

DNA-binding protein GT-2 - Arabidopsis thaliana 



8775 



>gi_416490_emb_CAA51289__ (X72780) GT-2 factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



53275 

wrg700787743.h2 

BLASTX 

g3785994 

315 

2.0e-29 

81 

73 

(AC005499) hypothetical protein [Arabidopsis thaliana] 
53276 

wrg700787745.h2 

BLASTX 

g4056457 

191 

7.0e-15 

49 

76 

(AC005990) ESTs gb_234051 and gb_F13722 come from this 
gene. [Arabidopsis thaliana] 

53277 

wrg700787765.h2 

BLASTX 

g3033384 

221 

2.0e-18 

61 

66 

(AC004238) putative CTP synthase [Arabidopsis thaliana] 
53278 

wrg700787784.h2 

BLASTX 

g3786011 

288 

3.0e-26 

66 

82 

(AC0054 99) putative elongation factor [Arabidopsis 
thaliana] 

53279 

wrg700787848.h2 

BLASTX 

g4220529 

145 

6.0e-21 

78 
60 

(AL035356) putative protein [Arabidopsis thaliana] 
53280 

wrg700787896.h2 



8776 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g4538905 

154 

1.0e-13 

50 

86 

(AL049482) 



putative protein [Arabidopsis thaliana] 



53281 

wrg700787908.hl 

BLASTN 

g256142 

110 

2.0e-55 

154 

93 

cytosolic glutamine synthetase [Glycine ma x= soybeans, var 
Prize, mRNA, 1450 nt] 

53282 

wrg700787955.hl 

BLASTX 

g2529707 

251 

6.0e-22 

81 

56 

(AF001434) Hpast [Homo sapiens] 
53283 

wrg700788011.hl 

BLASTX 

g2129473 

170 

2.0e-12 

63 

49 

arabinogalactan-like protein - loblolly pine >gi__607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 

53284 

wrg700788025.hl 

BLASTX 

g3075488 

251 

5.0e-22 

54 

85 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
53285 

wrg700788114.hl 

BLASTN 

g927504 

98 

6.0e-48 
198 



8777 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



P. sativum mRNA for fructose-1, 
(clone aldcyt2) 



6-biphosphate aldolase 



53286 

wrg700788202.hl 

BLASTX 

g3860277 

191 

6.0e-15 

62 
81 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

53287 

wrg700788349.hl 

BLASTN 

gl055367 

205 

1.0e-112 

268 

94 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

53288 

wrg700788593.hl 

BLASTX 

g3298548 

225 

8.0e-19 

78 
59 

(AC004681) putative spliceosomal protein [Arabidopsis 
thaliana] 



53289 

wrg700788654.hl 

BLASTN 

gl675195 

84 

1.0e-39 

186 

87 

Pisum sativum (clone PsRCI22-3) 
complete cds 



callus protein P23 mRNA, 



53290 

wrg700788722.h2 

BLASTN 

gl69036 

138 

8.0e-72 

234 

90 



8778 



NCBI Description Pisum sativum L. aldolase gene, 3 f end cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



53291 

wrg700788735.h2 

BLASTX 

g309673 

154 

9.0e-ll 

53 

70 

(L19651) light harvesting protein 
53292 

wrg700788752.h2 

BLASTN 

g4206305 

42 

1.0e-14 

82 
44 

Zea mays retrotransposon Cinful-1, 



; Pisum sativum] 



complete sequence 



53293 

wrg700788762.h2 

BLASTX 

g3420052 

230 

1.0e-19 

56 

73 

(AC004 68 0) putative ubiqinone reductase [Arabidopsis 
thaliana] 

53294 

wrg700788774.h2 

BLASTX 

g432359 

209 

4.0e-17 

52 
73 

(D23660) ribosomal protein [Homo sapiens] 
53295 

wrg700788807.h2 

BLASTX 

g4455340 

171 

1.0e-12 

80 
50 

(AL035522) putative protein [Arabidopsis thaliana] 
53296 

wrg700788838.h2 

BLASTN 

gl68681 



8779 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161 

1.0e-85 

237 

94 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds . 
>gi_27068 6_gb_I03333_ Sequence 8 from Patent US 

53297 

wrg700788845.h2 

BLASTN 

g3694836 

56 

6.0e-23 

96 

90 

Zea mays centromeric retrotransposon-like repeat CentA, 
complete sequence 

53298 

wrg700788846.h2 

BLASTX 

g4220462 

218 

4.0e-18 

60 

49 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF_0004 6 
and bZIP PF 00170 domains. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



53299 

wrg700788869.h2 

BLASTN 

gl70073 

136 

1.0e-70 

206 

92 

Soybean calmodulin (SCaM-3) mRNA, complete cds 
53300 

wrg700788901.h2 

BLASTN 

g4140643 

184 

2.0e-99 

213 
21 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

53301 

wrg700788909.h2 

BLASTX 

gl946331 

140 

2.0e-12 



8780 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U69155) prohibitin [Arabidopsis thaliana] >gi_4097692 
(066593) prohibitin 3 [Arabidopsis thaliana] 



53302 

wrg700788916.h2 

BLASTN 

g22509 

148 

9.0e-78 

257 

97 

Zea mays waxy (wx+) 
transferase 



locus for UDP-glucose starch glycosyl 





Seq. No. 


53303 




Seq. ID 


wrg700788970.h2 




Method 


BLASTX 




NCBI GI 


g2462835 




BLAST score 


144 




E value 


1.0e-09 




Match length 


45 




% identity 


67 


r.i 


NC*RT Dp ^ptH nt i on 


(AF000657) hvoothetical orotein fArabidoosis thaliana! 


'•1 iij 
■rites 


Seq. No. 


53304 


. ;=| 


Seq. ID 


wrg700788986.h2 




Method 


BLASTN 




NCBI GI 


gl68669 


!LJ1 


BLAST score 


174 




E value 


3.0e-93 




Match length 


257 




% identity 


71 




NCBI Description 


Maize 19 kDa zein itiRNA, clone cZ19A2, partial cds 




Seq. No. 


53305 




Seq. ID 


wrg700788990.h2 




Method 


BLASTN 




NCBI GI 


g632737 




BLAST score 


105 




E value 


3.0e-52 




Match length 


221 




% identity 


87 




NCBI Description 


ADP-glucose pyrophosphorylase=grain Bt2 subunit homolog 






[Zea mays=corn, leaves, mRNA Partial, 615 nt] 




Seq. No. 


53306 




Seq. ID 


wrg700789026.h2 




Method 


BLASTX 




NCBI GI 


g2702278 




BLAST score 


145 




E value 


1.0e-09 




Match length 


41 




% identity 


63 



NCBI Description (AC003033) hypothetical protein [Arabidopsis thaliana] 

>gi_2914690 (AC003974) hypothetical protein [Arabidopsis 



8781 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53307 

wrg700789051.h2 

BLASTX 

g4490735 

191 

4.0e-15 

54 

79 

(AL0357 08) putative protein [Arabidopsis thaliana] 
53308 

wrg700789064.h2 

BLASTX 

g4539408 

143 

3.0e-09 

35 

86 

(AL049524) putative alpha NAC [Arabidopsis thaliana] 
53309 

wrg700789077.h2 

BLASTN 

g!68704 

252 

1.0e-140 

252 

100 

Zea mays zein protein gene, complete cds 
53310 

wrg700789082.h2 

BLASTX 

g4191784 

145 

2.0e-09 

81 

35 

(AC005917) putative WD-40 repeat protein [Arabidopsis 
thaliana] 

53311 

wrg700789106.hl 

BLASTX 

g732189 

171 

3.0e-15 

84 
48 

HYPOTHETICAL 49.1 KD PROTEIN IN SSB2-SPX18 INTERGENIC 

REGION >gi_2131922_pir S50724 hypothetical protein YNL207w 

- yeast (Saccharomyces cerevisiae) >gi_600058_emb_CAA55501_ 

(X78898) N1342 [Saccharomyces cerevisiae] 
>gi_1302211_emb_CAA96109_ (Z71483) ORF YNL207w 

[Saccharomyces cerevisiae] 



8782 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53312 

wrg700789129.hl 

BLASTX 

g4262142 

208 

9.0e-17 

70 
53 

(AC005275) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 


53313 


Seq. ID 


wrg700789227.h2 


Method 


BLASTX 


NCBI GI 


g2804278 


BLAST score 


215 


E value 


1.0e-17 


Match length 


72 


% identity 


62 


NCBI Description 


(AB003516) squalene epoxidase [Panax ginseng] 


Seq. No. 


53314 


Seq. ID 


wrg700789243.h2 


Method 


BLASTX 


NCBI GI 


g3152595 


BLAST score 


192 


E value 


2.0e-30 


Match length 


88 


% identity 


76 


NCBI Description 


(AC002986) Similar to D. melanogaster sno gene 




EST gb_N97148 and gb_Z26221 come from this gem 




[Arabidopsis thaliana] 


Seq. No. 


53315 


Seq. ID 


wrg700789259.h2 


Method 


BLASTX 


NCBI GI 


gl946300 


BLAST score 


172 


E value 


1.0e-12 


Match length 


82 


% identity 


22 



NCBI Description (Y12529) hypothetical protein [Silene latifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53316 

wrg700789273.h2 

BLASTN 

g4220637 

34 

8.0e-10 

70 
87 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MIE1, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 



53317 

wrg700789278.h2 



8783 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3204125 

142 

4.0e-09 

45 

60 

(AJ006766) 
arietinum] 



putative Pi starvation-induced protein [Cicer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53318 

wrg700789290.h2 

BLASTN 

g2924257 

151 

1.0e-79 

250 
90 

Tobacco chloroplast genome DNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53319 

wrg700789335.h2 

BLASTX 

g3395440 

147 

1.0e-09 

72 
44 

(AC004 683) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53320 

wrg700789337.h2 

BLASTN 

gl617035 

158 

7.0e-84 

214 
93 

V.unguiculata m 



for Ted2 protein 



Seq. No. 53321 

Seq. ID wrg700789371.h2 

Method BLASTX 

NCBI GI g2244850 

BLAST score 148 

E value 5.0e-10 

Match length 41 

% identity 71 

NCBI Description (Z97337) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 53322 

Seq. ID wrg700789391.h2 

Method BLASTN 

NCBI GI g960290 

BLAST score 34 

E value 8.0e-10 

Match length 58 

% identity 90 



8784 



NCBI Description 



Ruta graveolens anthranilate synthase alpha-subunit mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53323 

wrg700789403.h2 

BLASTX 

g3236247 

202 

2.0e-16 

55 

71 

(AC004684) SCARECROW- like protein [Arabidopsis thaliana] 



53324 

wrg700789437.h2 

BLASTN 

g2465528 

51 

4.0e-20 

125 

89 

Medicago truncatula phosphate transporter 
complete cds 



(MtPT2) mRNA, 



53325 

wrg700789443.h2 

BLASTX 

g2494111 

205 

2.0e-16 

55 

67 

(AC002376) Contains similarity to Glycine protein kinase 6 
(gb_M67449) . [Arabidopsis thaliana] 

53326 

wrg700789481.h2 

BLASTX 

g4559377 

166 

4.0e-12 

56 

61 

(AC006526) putative photomorphogenesis repressor protein 
COP1 [Arabidopsis thaliana] 



53327 

wrg700789570.h2 

BLASTX 

g3218550 

346 

4.0e-33 

78 
85 

(AB009399) Cdk-activating kinase 



lAt [Arabidopsis thaliana] 



Seq. No. 



53328 



8785 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wrg700789604.h2 

BLASTX 

g2660669 

227 

4.0e-19 

84 

55 

(AC002342) human Mi-2 autoantigen-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



53329 

wrg700789615.h2 

BLAST N 

g!8551 



BLAST score 


14 0 


E value 


1 . Ue- / 0 


Match length 


ICO 

158 


% identity 


o. o 


NCBI Description 


Soybean Cabo gene tor Pbll LHOII cnioropnyll a/o oxnaing 




protein 


Seq. No. 


53330 


Seq. ID 


wrg700789722.hl 


Method 


BLASTX 


NCBI GI 


g2911056 


BLAST score 


163 


E value 


1.0e-ll 


Match length 


62 


% identity 


48 


NCBI Description 


(AL021961) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


53331 


Seq. ID 


wrg700789729.hl 


Method 


BLASTX 


NCBI GI 


g4115938 


BLAST score 


206 


E value 


1.0e-16 


Match length 


62 


% identity 


76 


NCBI Description 


(AF118223) contains similarity several bacterial 



glutathione-regulated potassium efflux system proteins 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53332 

wrg700789768.hl 

BLASTX 

g4263781 

271 

2.0e-24 

72 

62 

(AC006068) putative membrane transport protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



53333 

wrg700789772.hl 
BLASTX 



8786 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4185129 
248 

1.0e-21 

73 

60 

(AC005724) unknown protein [Arabidopsis thaliana] 
>gi_4218012 (AC006135) unknown protein [Arabidopsis 
thaliana] 



53334 

wrg700789849.h2 

BLASTX 

g3337350 

194 

2.0e-20 

75 

69 

(AC004481) putative permease 



[Arabidopsis thaliana] 



53335 

wrg700789854.h2 

BLASTN 

gll50683 

85 

3.0e-40 

209 

86 

V.radiata atpB, rbcL and trnK genes 
53336 

wrg700789863.h2 

BLASTX 

g3785977 

254 

3.0e-22 

61 

74 

(AC005560) putative growth regulator protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



53337 

wrg700789922.h2 

BLASTX 

g2760839 

279 

4.0e-32 

89 

83 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
53338 

wrg700789955.h2 

BLASTX 

g3786017 

153 

2.0e-10 

74 , 



8787 



# 



% identity 49 

NCBI Description (AC005499) putative non-green plastid inner envelope 
membrane protein [Arabidopsis thaliana] 

Seq. No. 53339 

Seq. ID wrg700789972.h2 

Method BLASTX 

NCBI GI gl710530 

BLAST score 276 

E value 8.0e-25 

Match length 50 

% identity 94 

NCBI Description 60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir_S71256 
ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

Seq. No. 53340 

Seq. ID wrg700789978.h2 

Method BLASTN 

NCBI GI g288058 

BLAST score 149 

E value 2.0e-78 

Match length 197 

% identity 94 , 

NCBI Description Z.mays S13 mRNA for cytoplasmic ribosomal protein S13 

53341 

wrg700790001.h2 
BLASTX 
g585110 
263 

2.0e-23 
71 
72 

ELECTRON TRANSFER FLAVOPROTEIN BETA-SUBUNIT (BETA-ETF) 

>gi_479194_pir S32482 electron transfer flavoprotein beta 

chain - human >gi_2781203_pdb_JLEFV_B Chain B, 
Three-Dimensional Structure Of Human Electron Transfer 
Flavoprotein To 2.1 A Resolution >gi_297 902_emb_CAA50441__ 
(X71129) electron transfer flavoprotein beta subunit [Homo 
sapiens] >gi_4503609_ref_NP_00197 6 . l_pETFB_ 
electron-transfer-flavoprotein, beta polypeptide 

Seq. No. 53342 

Seq. ID wrg700790007.h2 

Method BLASTN 

NCBI GI g309672 

BLAST score 82 

E value 1.0e-38 

Match length 134 

% identity 90 

NCBI Description Pisum sativum chloroplast photosystem I 24 kDa light 
harvesting protein (lhca3) mRNA, complete cds 

Seq. No. 53343 

Seq. ID wrg700790010.h2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8788 



Method 


BLASTN 


NCBI GI 


g4098966 


BLAST score 


51 


E value 


7.0e-20 


Match length 


103 


S: "i Hpirhi i~v 

O ±LIC J. 1 L. X L. y 


87 


NCRI D^scriDtion 

I. 1 ! V-^ XJ -X- I— ' w N— » X X K-' X v X X 


Glycine max putative reistance gene analog genomic sequence 


OC^i IN W * 


53344 


Seq. ID 


wrg700790029.h2 


l it? L- i IkJ Li. 


RLASTX 


NCBI GI 


g4138912 


BLAST score 


216 


E value 


5.0e-18 


Match lencrth 


47 


?c i Hpnt i t"v 

a JL \J.\Z 1 1 L. X L- _y 


85 


NPRT DaQpri nti on 

IN \-y U -L i— ' ^ W J 1- h— ' <— J- wil 


(AF059487) expansin precursor [Lycopersicon esculentum] 


UCVj. LN Ly * 


53345 


Sea ID 


wra700790038 .h2 


Method 


BLASTN 


NCBI GI 


gl68702 


BLAST score 


92 


E value 


1. Oe-44 


Mat ch lencrth 


131 


2- -! Hont" n *t~\7 






Corn 22 kDa zein rjrotein aene. comolete cds 


O o q • IN (J . 


JJJ'iO 


q^rr Tn 

OCU • J. 


wra700790063 h2 


Mprhod 

LlC L11VJU 


BLASTN 


NCBI GI 


gl68419 


BLAST score 


225 


ir va 1 hp 


l*0e-123 


lid u ui i icnu lii 


233 








Mja "i 7P (7 inavq] al dnl a«;p mRNA. convnlete cds 


Qofr "Mo 




OCU • X LJ 


wra700790064 h2 


Mpt hod 


BLASTN 


NCBI GI 


g457688 


BLAST score 


122 


E valup 

J— J V CX -1— L-X 


3. Oe-62 


Match length 


238 




88 


KfPRT Dp ^ r*r "i nr i nn 


M rrvsfal 1 i nuin mRNA for Drotein kinase 


OCl^. IN LP • 


J J *± o 


Seq. ID 


wra700790074 .h2 


Mpr hod 


BLASTX 


NCBI GI 


g4544451 


BLAST score 


330 


E value 


3.0e-31 


Match length 


84 


% identity 


77 


NCBI Description 


(AC006592) unknown protein [Arabidopsis thaliana] 



8789 



Seq. No. 


53349 


Seq. ID 


wrg700790079.h2 


Method 


BLASTN 


NCBI GI 


g248336 


BLAST score 


212 


E value 


1.0e-116 




232 


% identity 


27 


NPRT n^qpri nfion 

li '■w i-/ -L. -L-/ O .X- -L. 4— JL» W-V A 


polyubiquit in [maize. Genomic r 3841 nt] 


Seq. No. 


53350 


Seq. ID 


wrg700790090.h2 


Method 


BLASTX 


NCBI GI 


g3850101 


BLAST score 


155 


E value 


7.0e-ll 


Match length 


40 


% i Hpni" "i t v 


70 


NCBI DesrriDi" ion 


(AL033388) putative rna—binding protein 




r Schi zosaccharomvces Dombel 


Seq. No. 


53351 


Seq. ID 


wrg700790101.hl 


Method 


BLASTX 


NCBI GI 


g2443755 


"RT.A^lT qrnrp 

JDJ_Lfl.O J- 


308 


E value 


1.0e-28 


Ma "h r^Vi 1 on H 




9; i Hpni"i f\7 


90 






Sea No 


53352 


Seq. ID 


wrg700790179.hl 


Method 


BLASTN 


NCBI GI 


g2623245 


BLAST score 


81 


E value 


7 . 0e-38 


Match length 


228 




85 


NCBI Description 


Pisum sativum poly (A) polymerase mRNA, 




pnoorH na rhloroDla^f nrotpin. ooirvolpt p 


Seq. No* 


53353 


Seq. ID 


wrg700790212.h2 


Method 


BLASTN 


NCBI GI 


g340933 


BLAST score 


237 


E value 1 


1 Oe-131 


Ms t" r^Vi 1 ^Tt rri~ n 


257 


% identity 


98 


NCBI Description 


Zea mays 10-kDa zein gene, complete cds 


Seq. No. 


53354 


Seq. ID 


wrg700790247.h2 


Method 


BLASTN 


NCBI GI 


g4185305 



8790 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



189 

1.0e-102 

253 

94 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

53355 

wrg700790260.h2 

BLASTX 

g4204284 

265 

1.0e-23 

69 
65 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

53356 

wrg700790273.h2 

BLASTX 

g2190187 

323 

2.0e-30 

82 

78 

(D64087) nuclear matrix constituent protein 1 (NMCP1) 
[Daucus carota] 

53357 

wrg700790333.h2 

BLASTX 

g586318 

150 

4.0e-10 

61 
54 

HYPOTHETICAL 30.3 KD PROTEIN IN MBA1-RPS13 INTERGENIC 

REGION >gi_626233_pir S4 6059 probable membrane protein 

YBR187w - yeast (Saccharomyces cerevisiae) 
>gi_536548_emb_CAA8514 8_ (236056) ORF YBR187w 
[Saccharomyces cerevisiae] >gi_575915 (U02073) unknown 
[Saccharomyces cerevisiae] 

53358 

wrg700790341.h2 

BLASTX 

g2244792 

217 

5.0e-18 

78 
41 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 



Seq. No. 



53359 



8791 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wrg700790351.h2 

BLASTX 

g4097571 

182 

7.0e-14 

44 
77 

(U64 916) GMFP5 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53360 

wrg700790355.h2 

BLASTX 

g3738325 

339 

3.0e-32 

78 

81 

(AC005170) putative CaMB-channel protein [Arabidopsis 
thaliana] 



Seq. 
Seq. 



No. 

ID 



53361 

wrg700790454.h2 



L v lC tllUU 


lj J_l.Tl.kJ J. LN 


NCBI GI 


g2529228 


BLAST score 


116 


E value 


1.0e-58 


Match length 


232 


% identity 


88 


NCBI Description 


Glycine max mRNA 




complete cds 


Seq. No. 


53362 


Seq. ID 


wrg700790462.h2 


Method 


BLASTX 


NCBI GI 


g4510406 


BLAST score 


400 


E value 


2.0e-39 


Match length 


82 


% identity 


89 


NCBI Description 


(AC006587) putat 


Seq. No. 


53363 


Seq. ID 


wrg700790465.h2 


Method 


BLASTX 


NCBI GI 


g3193292 


BLAST score 


249 


E value 


1.0e-21 


Match length 


65 


% identity 


74 


NCBI Description 


(AF069298) simil 



cellular activites (Pfam: 
[Arabidopsis thaliana] 



AAA.hmm, score: 230.91) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



53364 

wrg700790480.h2 

BLASTX 

gl931655 



8792 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



146 

8.0e-10 

39 

67 

(U95973) receptor-kinase isolog [Arabidopsis thaliana] 
53365 

wrg700790495.h2 

BLASTN 

gl69097 

51 

6.0e-20 

171 

82 



NCBI Description Pea histone H2A mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



53366 

wrg700790587.h2 

BLASTX 

g480602 

231 

1.0e-19 

72 
30 

polyadenylate-binding protein - fern (Anemia phyllitidis) 
>gi_398327_emb_CAA81127_ (Z26042) poly (A) -mRNA binding 
protein [Anemia phyllitidis] 

53367 

wrg700790627.h2 

BLASTX 

g3461841 

126 

3,0e-16 

72 

56 

(AC005315) putative receptor protein kinase [Arabidopsis 
thaliana] 

53368 

wrg700790685.h2 

BLASTN 

g2330650 

87 

2.0e-41 

226 
85 

Pisum sativum mRNA for topoisomerase II 
53369 

wrg700790848.hl 

BLASTX 

g4415917 

246 

3.0e-21 

88 

53 



8793 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC006282) putative protein containing zinc finger domain 
[Arabidopsis thaliana] 

53370 

wrg700790862.hl 

BLASTX 

g3021269 

168 

4.0e-12 

78 

49 

(AL022347) putative protein [Arabidopsis thaliana] 
53371 

wrg700790922.hl 

BLASTN 

g20831 

43 

2.0e-15 

67 

91 

P. sativum petC mRNA for chloroplast Rieske FeS protein 



53372 

wrg700790924.hl 

BLASTX 

gl076528 

148 

5.0e-10 

46 

59 

heat shock protein HSP70b 
HSP70b [Pisum sativum] 



garden pea >gi_562004 (U08820) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



53373 

wrg700790971.hl 

BLASTX 

g3044218 

142 

3.0e-09 

73 

57 

(AF057144) signal peptidase [Arabidopsis thaliana] 



53374 

wrg700791036.hl 

BLASTN 

gl438878 

52 

2.0e-20 

105 

99 

Glycine max choline kinase GmCKlp mRNA, 



complete cds 



53375 

wrg700791043.hl 
BLASTN 



8794 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4406529 
96 

9.0e-47 

181 

88 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

53376 

wrg700791115.hl 

BLASTN 

gl208536 

186 

1.0e-100 

190 
99 

Glycine max guanine nucleotide regulatory protein (rab2) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53377 

wrg700791194.hl 

BLASTN 

g24762 

99 

6.0e-49 

115 

97 

H. sapiens mRNA fragment for alpha-2 macroglobulin receptor 



53378 

wrg700791212.hl 

BLASTX 

gll55090 

190 

1.0e-14 

53 

64 

(X94986) beta glucosidase 



[Manihot esculenta] 



53379 

wrg700791276.hl 

BLASTX 

g4510389 

150 

5.0e-10 

46 

54 

(AC007017) putative solute carrier protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



53380 

wrg700791292.hl 

BLASTX 

g3413716 

139 

6.0e-09 
42 



8795 



% identity 

NCBI Description 



36 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi_3643589 (AC005395) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53381 

wrg700791429.hl 

BLASTX 

gll70622 

226 

3.0e-19 

59 
78 

CASEIN KINASE I, DELTA ISOFORM LIKE (CKI-DELTA) >gi_549973 
(U12857) casein kinase I-like protein; similar to the rat 
delta isoform of casein kinase I, Swiss-Prot Accession 
Number Q0648 6 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53382 

wrg700791502.hl 

BLASTX 

g4376548 

268 

6.0e-24 

82 

61 

(AE001612) DNA Gyrase Subunit B [Chlamydia pneumoniae] 



53383 

wrg700791511.hl 

BLASTX 

gl352736 

225 

4.0e-19 

61 

64 

PELOTA PROTEIN >gi_973224 
melanogaster] 



(U27197) pelota [Drosophila 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53384 

wrg700791701.hl 

BLASTX 

g2245057 

193 

3.0e-15 

46 

78 

(Z97342) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



53385 

wrg700791740.hl 

BLASTX 

g4544418 

208 

6.0e-17 

68 
57 



8796 



NCBI Description 



(AC006955) hypothetical protein [Arabidopsis thaliana] 



Seq. No, 


53386 


Seq. ID 


wrg700791769.hl 


Method 


BLASTX 


NCBI GI 


gl762634 


BLAST score 


255 


£j value 


1 . Oe-22 


Matph 1 pna"t~h 


54 




78 








53387 


Seq. ID 


wrg700791774.hl 


Method 


BLASTX 


NCBI GI 


g3242709 


BLAST score 


148 


E value 


5.0e-10 


Match length 


43 


% identity 


60 


NCBI Description 


(AC003040) putat 



[Lycopersicon esculentum] 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53388 

wrg700791792.hl 

BLASTN 

g408791 

35 

1.0e-10 

111 
86 

Glycine soja chloroplast omega-3 fatty acid desaturase 
(Fadd) mRNA, complete cds 



Seq. No. 
Seq. ID 
. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



53389 

wrg700791930.hl 

BLASTX 

g3925363 

307 

1.0e-28 

78 

78 

(AF067 961) homeodomain protein [Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53390 

wrg700791980.hl 

BLASTX 

gl730043 

246 

2.0e-21 

79 

65 

AUTOPHAGY SERINE/THREONINE-PROTEIN KINASE APG1 

>gi_2132561_pir S61137 probable membrane protein YGL180w - 

yeast (Saccharomyces cerevisiae) >gi_1143567_emb_CAA627 94_ 
(X91489) putative ser/thr protein kinase [Saccharomyces 
cerevisiae] >gi_1322791_emb_CAA968 92_ (Z72702) ORF YGL180w 



8797 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Saccharomyces cerevisiae] >gi_2257 625_dbj_BAA21481_ 
(D29991) Apglp [Saccharomyces cerevisiae] 

53391 

wrg700792010.hl 

BLASTX 

g4006869 

139 

6.0e-09 

45 

64 

(Z99707) patatin-like protein [Arabidopsis thaliana] 
53392 

wrg700792112.hl 

BLASTX 

g2827139 

315 

2.0e-29 

83 

76 

(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_404 9343_emb_CAA225 68_ (AL034567) 
cellulose synthase catalytic subunit (RSW1) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53393 

wrg700792139.hl 

BLASTX 

g3273202 

183 

5.0e-14 

47 
87 

(AB010918) responce 



reactor4 [Arabidopsis thaliana] 



53394 

wrg700792165.hl 

BLASTX 

g2766452 

148 

5.0e-10 

50 

58 

(AF029858) cytochrome P450 CYP71E1 [Sorghum bicolor] 
53395 

wrg700792173.hl 

BLASTX 

g2191144 

207 

8.0e-17 

75 

51 

(AF007269) A_IG002N01 . 24 gene product [Arabidopsis 
thaliana] 



8798 



Seq. No. 






beq. id 


.wrrr70079?175 


hi 




DIlHij 1 /\ 




NCBI GI 


gl770190 




BLAST score 


150 




t vaiue 


4.0e-10 




rdatcn xengun 


51 




% identity 


53 




nL/IdI uescripiion 


(Y10162) cyclm- 


beq. No. 


53397 




beq. ijj 


wrg700792189. 


hi 


Method. 


BLASTX 






g4163997 




BLAST score 


389 




E value 


4.0e-38 




Matcn lengtn 


80 




% identity 


79 




NCBI Description 


(AF087483) alph< 




thaliana] 




Seq. No. 


53398 




beq. lu 


wrg700792245 


.hi 




BLASTX 




NCBI GI 


g541949 




BLAST score 


347 




E value 


4.0e-33 




Matcn lengtn 


83 




% identity 


77 




NCBI Description 


rab7 protein 




Seq. No. 


53399 




oeq. -LU 


wvk700679947 


.h2 


Method 


BLASTN 




NCBI GI 


gl619904 




BLAST score 


76 




E value 


8.0e-35 




Match length 


104 





alpha-xylosidase precursor [Arabidopsis 



Soybean 



% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

Glycine max thiol protease isoform A mRNA, partial cds 
53400 

wvk700679982.h2 

BLASTN 

g210811 

46 

4.0e-17 

105 
87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



53401 

wvk700679985.h2 

BLASTN 

gl69036 

50 



8799 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-19 

70 
93 

Pisum sativum L. 



aldolase gene, 3' end cds 



53402 

wvk700679986.h2 

BLASTX 

g3894170 

162 

2.0e-ll 

85 

41 

(AC005312) putative glutathione s-transf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



53403 

wvk700680002.h2 

BLASTN 

gl69036 

46 

7.0e-17 

70 
91 

Pisum sativum L. aldolase gene, 



3' end cds 



53404 

wvk700680017.h2 

BLASTX 

g2499087 

193 

4.0e-15 

66 

58 

UDP-GLUCOSE: GLYCOPROTEIN GLUCO SYLT RAN SFE RASE PRECURSOR 
(DUGT) >gi_1085170_pir S54723 UDP-glucose— glycoprotein 

glucosyltransferase - fruit fly (Drosophila sp.) >gi_790585 
(U20554 ) UDP-glucose : glycoprotein glucosyltrans f erase 

precursor [Drosophila melanogaster] 

53405 

wvk700680031.h2 

BLASTX 

gl438879 

138 

1.0e-08 

58 

55 

(U43838) GmCKlp [Glycine max] 
53406 

wvk700680055.h2 

BLASTN 

gl2139 

80 

1.0e-37 
100 



8800 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Pea plastid genes rps2, atpl, atpH, atpF, atpA, trnR and 
trnG coding for ribosomal protein S2, one CF(1) and three 
CF(O) subunits of ATP synthase and tRNA-Arg and tRNA-Gly 

53407 

wvk700680093.h2 

BLASTX 

g4530126 

170 

2.0e-12 

79 

47 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 

53408 

wvk700680146.h2 

BLASTX 

g2244847 

158 

5.0e-ll 

64 
50 

(Z 97 337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 

53409 

wvk700680148.h2 

BLASTX 

g3482974 

250 

9.0e-22 

77 

62 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 

53410 

wvk700680195.h2 

BLASTX 

gl001355 

169 

3.0e-12 

88 
43 

(D64006) auxin-induced protein [Synechocystis sp.] 
53411 

wvk700680215.h2 

BLASTN 

g3435305 

49 

9.0e-19 

129 

84 

Medicago sativa glycolate oxidase mRNA, partial cds 



8801 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



53412 

wvk700680241.h2 

BLASTX 

g3928089 

174 

7.0e-13 

84 
47 

(AC005770) putative osr40 [Arabidopsis thaliana] 
53413 

wvk700680249.h2 

BLASTN 

g4406529 

180 

7.0e-97 

258 

92 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

53414 

wvk700680256.h2 

BLASTN 

g2661020 

63 

4.0e-27 

70 

99 

Glycine max catalase (cat 4) mRNA, complete cds 
53415 

wvk700680301.hl 

BLASTN 

g2208961 

34 

4.0e-10 

58 
90 

O.sativa mRNA for signal recognition particle subunit 
53416 

wvk700680316.hl 

BLASTN 

g22469 

67 

1.0e-29 

159 

86 

Maize mRNA for cytoplasmic ribosomal protein Sll 
53417 

wvk700680324.hl 

BLASTX 

g3582335 

146 



8802 



E value 9.0e-10 

Match length 40 

% identity 65 

NCBI Description (AC005496) unknown protein [Arabidopsis thaliana] 

Seq. No. 53418 

Seq. ID wvk700680348.hl 

Method BLASTN 

NCBI GI g602564 

BLAST score 56 

E value 3.0e-23 

Match length 124 

% identity 86 

NCBI Description C.paradisi (Macf) INOl gene 

Seq. No. 53419 

Seq. ID wvk700680395.hl 

Method BLASTX 

NCBI GI g2651310 

BLAST score 356 

E value 5.0e-34 

Match length 93 

% identity 71 

NCBI Description (AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 

Seq. No. 53420 

Seq. ID wvk700680413.hl 

Method BLASTN 

NCBI GI g2739216 

BLAST score 50 

E value 3.0e-19 

Match length 86 

% identity 90 

NCBI Description Hordeum vulgare L41 ribosomal protein 

Seq. No. 53421 

Seq. ID wvk700680456,hl 

Method BLASTX 

NCBI GI g4056506 

BLAST score 299 

E value 2.0e-27 

Match length 101 

% identity 60 

NCBI Description (AC005896) nodulin-like protein [Arabidopsis thaliana] 

Seq. No. 53422 

Seq. ID wvk700680467.hl 

Method BLASTN 

NCBI GI g456567 

BLAST score 74 

E value 2.0e-33 

Match length 145 

% identity 88 

NCBI Description Pisum sativum ubiquitin conjugating enzyme (UBC4), complete 
cds 



8803 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 



53423 

wvk700680511.hl 

BLASTN 

gl055367 

229 

1.0e-126 

276 
96 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

53424 

wvk700680580.hl 

BLASTX 

g629592 

137 

1.0e-08 

41 
68 

hypothetical protein - rape 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53425 

wvk700680612.hl 

BLASTN 

g3309268 

45 

9.0e-17 

92 

88 

Glycine max ferric leghemoglobin reductase-2 
mRNA, complete cds 



precursor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53426 

wvk700680625.hl 

BLASTN 

gl8551 

205 

1.0e-112 

285 
94 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



53427 

wvk700680635.hl 

BLASTN 

g309670 

39 

5.0e-13 

131 

89 

Pea chloroplast glyceraldehyde-3-phosphate dehydrogenase 
(Gpbl) gene, complete cds 

53428 

wvk700680718.hl ^ 
BLASTX 



8804 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl346310 
276 

1.0e-24 

104 

55 

4 -HYDROXYPHENYLPYRUVATE DIOXYGENASE (4HPPD) 
>gi_217692_dbj_BAA02660_ (D13390) 4-hydroxyphenylpyruvic 
acid dioxygenase [Sus scrofa] 

53429 

wvk700680733.hl 

BLASTN 

g456567 

43 

4.0e-15 

103 

85 

Pisum sativum ubiquitin conjugating enzyme (UBC4), complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53430 

wvk700680780.hl 

BLASTX 

g461550 

205 

2.0e-16 

63 

71 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 



Seq. No. 


53431 


Seq. ID 


wvk700680815.hl 


Method 


BLASTX 


NCBI GI 


g3885342 


BLAST score 


243 


E value 


6.0e-21 


Match length 


82 


% identity 


55 


NCBI Description 


(AC005'623) putative 


Seq. No. 


53432 


Seq. ID 


wvk700680881.hl 


Method 


BLASTX 


NCBI GI 


g2661608 


BLAST score 


348 


E value 


4.0e-33 


Match length 


94 


% identity 


65 


NCBI Description 


(AL009197) hypothet 




pombe] 


Seq. No. 


53433 


Seq. ID 


wvk700680902.hl 



[Schizosaccharomyces 



8805 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST N 

gl055367 

126 

1.0e-64 

201 
91 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

53434 

wvk700680926.hl 

BLASTN 

g497119 

150 

8.0e-79 

318 

87 

Pisum sativum monodehydroascorbate reductase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



53435 

wvk700680944.hl 

BLASTN 

g684941 

111 

1.0e-55 

227 

87 

Medicago sativa S-adenosyl-L-methionine : trans-caff eoyl-CoA 
3-O-methyltransf erase (CCOMT) mRNA, complete cds 

53436 

wvk700680955.hl 

BLASTX 

g4115915 

298 

3.0e-27 

102 

57 

(AF118222) contains similarity to Helix pomatia br-1 
protein (GB: X96994) [Arabidopsis thaliana] 

53437 

wvk700680989.hl 

BLASTN 

gl68498 

218 

1.0e-119 

330 

92 

Corn histone H4 



(H4C13) gene, complete cds 



53438 

wvk700680992.hl 

BLASTX 

gl001355 

213 



8806 



E value 


3.0e-17 


Match length 


61 


% identity 


61 


NCBI Description 


(D64006) auxin-induced protein [Synechocysti 


Seq. No. 


53439 


Seq. ID 


wvk700681004.hl 


Method 


BLASTX 


NCBI GI 


g3402673 


BLAST score 


313 


E value 


6.0e-29 


Match length 


113 


% identity 


63 


NCBI Description 


(AC004697) unknown protein [Arabidopsis thai 


Seq. No. 


53440 


Seq. ID 


wvk700681005.hl 


Method 


BLASTN 


NCBI GI 


gl69056 


BLAST score 


74 


E value 


2. Oe-33 


Match length 


181 


% identity 


86 


NCBI Description 


P. sativum carbonic anhydrase mRNA, complete 


Seq. No. 


53441 


Seq. ID 


wvk700681016.hl 


Method 


BLASTN 


NCBI GI 


g3982832 


BLAST score 


53 


E value 


5. Oe-21 


Match length 


226 


% identity 


83 


NCBI Description 


Triticum aestivum heat shock protein 101 kDa 




complete cds 


Seq. No. 


53442 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(HSP101) mRNA, 



wvk700681039.hl 

BLASTX 

g4559385 

135 

4.0e-16 

89 

49 

(AC006526) putative cyclic nucleotide-regulated ion channel 
protein [Arabidopsis thaliana] 

53443 

wvk700681043.hl 

BLASTN 

g4406529 

86 

1.0e-40 

181 

88 

Vigna radiata rubisco act i vase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



8807 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53444 

wvk700681047.hl 
BLAST N 
g4406529 
86 

1.0e-40 

255 

84 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



53445 

wvk700681090.hl 

BLASTN 

gl561773 

33 

4.0e-09 

41 

95 

Vitis vinifera malate dehydrogenase 
cds 



(WME2) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53446 

wvk700681146.h2 

BLASTX 

g461595 

212 

3.0e-17 

60 
72 

ATP SYNTHASE B 1 CHAIN PRECURSOR (SUBUNIT II) 

>gi_479533_pir S34473 H+-transporting ATP synthase (EC 

3.6.1.34) chain 9 - spinach >gi__394755__emb_CAA50520__ 
(X71397) CF{o)II ATP synthase subunit 9 [Spinacia oleracea] 

53447 

wvk700681177.h2 

BLASTN 

g349328 

65 

1.0e-28 

117 

89 

Glycine max glyoxysomal isocitrate lyase isoform 2 (ICL2) 
mRNA, 3 1 end 

53448 

wvk700681188.h2 

BLASTX 

gl33939 

146 

1.0e-09 

60 

52 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S3 >gi_70865_pir R3NT3 

ribosomal protein S3 - common tobacco chloroplast 



8808 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>giJL18 65_emb_CAA77381_ (Z00044) ribosomal protein S3 

[Nicotiana tabacum] >gi_225235_prf 1211235BT ribosomal 

protein S3 [Nicotiana tabacum] 

53449 

wvk700681201.hl 

BLASTN 

g38261 

191 

1.0e-103 

218 
98 

H. sapiens mRNA for mitochondrial phosphate carrier protein 
>gi_1408428_gb_G28613_G28613 human STS SHGC-35782. 
>gi_4505774_ref_NM_002635.1_PHC__ Homo sapiens phosphate 
carrier, mitochondrial (PHC) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53450 

wvk700681206.hl 

BLASTN 

g3282160 

355 

0.0e+00 

355 

100 

Homo sapiens chromosome 5, PI clone 878H11 
complete sequence [Homo sapiens] 



(LBNL H45) 



Seq. No. 


53451 


Seq. ID 


wvk700681233.hl 


Method 


BLASTN 


NCBI GI 


g30308 


BLAST score 


121 


E value 


1.0e-61 


Match length 


187 


% identity 


91 


NCBI Description 


Human mRNA for T-cell cyclophilin 


Seq. No. 


53452 


Seq. ID 


wvk700681253.hl 


Method 


BLASTX 


NCBI GI 


g4415931 


BLAST score 


218 


E value 


6.0e-18 


Match length 


81 


% identity 


56 


NCBI Description 


(AC006418) unknown protein [Arabidops 




>gi_4559393_gb_AAD23053.1_AC006526_18 




protein [Arabidopsis thaliana] 


Seq. No. 


53453 


Seq. ID 


wvk700681288.hl 


Method 


BLASTN 


NCBI GI 


g219909 


BLAST score 


293 


E value 


1.0e-164 


Match length 


328 



(AC006526) unknown 



8809 



% identity 


98 


NCBI Description 


Homo sapiens mRNA for lipocortin II 


Seq. No. 


53454 


Seq. ID 


wvk700681295.hl 


Method 


BLASTN 


NCBI GI 


gl082037 


BLAST score 


103 


E value 


5.0e-51 


Match length 


161 


% identity 


91 


NCBI Description 


Human GO S3 mRNA, complete cds 


Seq. No. 


53455 


Seq. ID 


wvk700681321.h2 


Method 


BLASTN 


NCBI GI 


gl70455 


BLAST score 


76 


E value 


8.0e-35 


Match length 


219 


% identity 


84 


NCBI Description 


Tomato heat shock cognate protein 8 


Seq. No. 


53456 


Seq. ID 


wvk700681370.h2 


Method 


BLASTX 


NCBI GI 


gl350981 


BLAST score 


189 


E value 


1.0e-14 


Match length 


78 


% identity 


53 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S3A (S PHASE 




>gi 480282 pir S36622 hypothetical 




>gi 387909 (L23553) S-phase-specif i 




rapa] >gi 397401 emb CAA81030 (Z25 




[Brassica rapa] 


Seq. No. 


53457 


Seq. ID 


wvk700681408.h2 


Method 


BLASTN 


NCBI GI 


gl8644 


BLAST score 


202 


E value 


1.0e-110 


Match length 


225 


% identity 


98 


NCBI Description 


Soybean mRNA for HMG-1 like protein 


Seq. No. 


53458 


Seq. ID 


wvk700681442.h2 


Method 


BLASTN 


NCBI GI 


g459961 


BLAST score 


111 


E value 


1.0e-55 


Match length 


249 


% identity 


89 



3 T end 



NCBI Description 



Glycine max proplastid omega-6 desaturase mRNA, complete 
cds 



8810 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53459 

wvk700681445.h2 

BLASTX 

g2129538 

191 

2.0e-31 

81 

86 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53460 

wvk700681469.h2 

BLASTN 

g20728 

82 

2.0e-38 

185 

87 

Pea chloroplast GAPA mRNA encoding 
glyceraldehyde-3-phosphate dehydrogenase { GAPDH ) 
(EC 1.2.1.13) 



subunit A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53461 

wvk700681535.hl 

BLASTN 

g4234847 

77 

2.0e-35 

132 

90 

Zea mays copia-like retrotransposon Sto-3, partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53462 

wvk700681538.hl 

BLASTX 

g!514643 

170 

2.0e-12 

41 

68 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53463 

wvk700681545.hl 

BLASTN 

gll62979 

77 

2.0e-35 

157 

87 

Spinacia oleracea nuclear-encoded chloroplast 
ribulose-5-phosphate 3-epimerase mRNA, complete 



cds 



Seq. No. 
Seq. ID 



53464 

wvk700681566.hl 



8811 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll74619 

123 

5.0e-16 

72 
63 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-1-ETA) (CCT-ETA) 

>gi_107 84 09_pir S533T6 t-complex protein 1 homolog YJLlllw 

- yeast {Sac char omyces cerevisiae) >gi_728 699_emb_CAA59383_ 
(X85021) TCP-1 homologue [Saccharomyces cerevisiae] 
>gi_1008297_emb_CAA89406_ (249386) ORF YJLlllw 
[Saccharomyces cerevisiae] 

53465 

wvk700681579.hl 

BLASTN 

gl68446 

44 

7.0e-16 

68 

91 

Zea mays copia-like retrotransposon reverse transcriptase 
gene, 3 T end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53466 

wvk700681584.hl 

BLASTX 

g282921 

163 

1.0e-ll 

70 
51 

carbonate dehydratase (EC 4.2.1.1) precursor - garden pea 
>gi_169057 (M63627) carbonic anhydrase [Pisum sativum] 
>gi_227784_prf 1710354A carbonic anhydrase [Pisum sativum] 

53467 

wvk700681587.hl 

BLASTN 

gl7862 

71 

5.0e-32 

179 

85 

B.napus mRNA for ribosomal protein S15a (pPCB8) 



53468 

wvk700681635.hl 

BLASTN 

g20728 

82 

2.0e-38 

186 

86 

Pea chloroplast GAPA mRNA encoding 
glyceraldehyde-3-phosphate dehydrogenase 
(EC 1.2.1.13) 



(GAPDH) subunit A 



8812 



# 



Seq. No. 


53469 


Seq. ID 


wvk700681649.hl ^ 


Method 


BLASTN 


NCBI GI 


gl041674 


BLAST score 


194 


E value 


1.0e-105 


Match length 


214 


% identity 


98 


NCBI Description 


Z.mays mRNA for V-type H+-ATPase, clone 16-2 


Seq. No. 


53470 


Seq. ID 


wvk700681654.hl 


Method 


BLASTX 


NCBI GI 


g3298540 


BLAST score 


186 


E value 


7.0e-16 


Match length 


82 


% identity 


56 


NCBI Description 


(AC004681) unknown protein [Arabidopsis thaliana] 


Seq. No. 


53471 


Seq. ID 


wvk700681658.hl 


Method 


BLASTX 


NCBI GI 


g4263783 


BLAST score 


274 


E value 


1.0e-24 


Match length 


80 


% identity 


61 


NCBI Description 




Seq. No. 


53472 


Seq. ID 


wvk700681719.hl 


Method 


BLASTX 


NCBI GI 


g4567235 


BLAST score 


276 


E value 


7.0e-25 


Match length 


77 


% identity 


68 


NCBI Description 


(AC007119) putative phosphatidylinositol/phophatidylchol 




transfer Drotein [Arabi finn^"] <=; f hal "i sn^l 


Seq. No. 


53473 


Seq. ID 


wvk700681728.hl 


Method 


BLASTX 


NCBI GI 


gll69238 


BLAST score 


398 


E value 


3.0e-39 


Match length 


80 


% identity 


86 



NCBI Description GLUTAMATE DECARBOXYLASE (GAD) >gi_107 6648_pir A48767 

glutamate decarboxylase (EC 4.1.1.15), calmodulin-binding - 
garden petunia >gi_294112 (L16797) glutamate decarboxylase 
[Petunia hybrida] >gi_309680 (L16977) glutamate 
decarboxylase [Petunia hybrida] 

Seq. No. 53474 



8813 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wvk700681741.hl 

BLASTX 

g584806 

267 

7.0e-24 

80 
71 

ATP SYNTHASE ALPHA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_837 64_pir JC1111 H+-transporting ATP synthase (EC 

3.6.1.34) alpha chain - Neurospora crassa >gi_168759 
(M84191) mitochondrial ATPase alpha-subunit [Neurospora 
crassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53475 

wvk700681750.hl 

BLASTX 

gl707138 

147 

9.0e-10 

78 

45 

(U80836) similar to E. coli 
[Caenorhabditis elegans] 



THIJ (GB:U34923) 



53476 

wvk700681760.hl 

BLASTX 

g2342686 

249 

9.0e-22 

77 

60 

(AC000106) Similar to Saccharomyces hypothetical protein 
YDR051c (gb_Z49209). ESTs gb_T44436, gb_42252 come from this 
gene. [Arabidopsis thaliana] 

53477 

wvk700681782.hl 

BLASTN 

gl055367 

238 

1.0e-131 

238 
100 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

53478 

wvk700681795.hl 

BLASTN 

gl658192 

126 

1.0e-64 

198 
91 

Sorghum bicolor obtusifoliol 14-alpha demethylase CYP51 
(CYP51) mRNA, complete cds 



8814 



Seq. No* 


53479 


Seq. ID 


wvk700681804.hl 


Method 


BLASTN 


NCBI GI 


g602564 


BLAST score 


88 


E value 


6.0e-42 


Match length 


168 


% identity 


88 


NCBI Description 


C.paradisi (Macf) IN01 gene 


Seq. No. 


53480 


Seq. ID 


wvk700681811.hl 


Method 


BLASTX 


NCBI GI 


g3885513 


BLAST score 


150 


E value 


5.0e-10 


Match length 


38 


% identity 


66 


NCBI Description 


(AF084201) similar to chlor< 




[Medicago sativa] 


Seq. No. 


53481 


Seq. ID 


wvk700681836.hl 


Method 


BLASTX 


NCBI GI 


gll68263 


BLAST score 


264 


E value 


2.0e-23 


Match length 


85 


% identity 


31 



SOS ribosomal protein L31 



NCBI Description 



ATP-BINDING CASSETTE TRANSPORTER 2 >gi_1082239__pir B54774 

ATP binding cassette transporter ABC 2 - human (fragment) 
>gi_4 9525 9_emb_CAA5 353 1_ (X75927) abc2 [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53482 

wvk700681839.hl 

BLASTN 

gl483214 

71 

8.0e-32 

206 

87 

A. t ha liana mRNA 



for chloroplast FtsH protease 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



53483 

wvk700681845.hl 

BLASTN 

g218130 

91 

9.0e-44 

172 

89 

Rice mRNA for Ribosomal protein S15 
53484 

wvk700681851.hl 
BLASTX 



8815 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g4539422 
166 

6.0e-12 

38 
76 

(AL049171) putative protein [Arabidopsis thaliana] 
53485 

wvk700681853.hl 

BLASTN 

g602564 

80 

3.0e-37 

168 

87 

C.paradisi (Macf) INOl gene 



53486 

wvk700681860.hl 

BLASTN 

g564023 

121 

1.0e-61 

224 

92 

Zea mays dihydrolipoamide acetyl transferase 
mRNA, complete cds 



{ ZM/DHLAAT ) 



53487 

wvk700681937.hl 

BLASTN 

g303856 

103 

6.0e-51 

119 

97 

Rice mRNA for ubiquitin protein fused to a ribosomal 
protein, complete cds 

53488 

wvk700681959.hl 

BLASTX 

g4079800 

208 

4.0e-35 

82 
98 

(AF052503) S-phase-specif ic ribosomal protein [Oryza 
sativa] 

53489 

wvk700681965.hl 

BLASTX 

g3123843 

144 

3.0e-09 
63 



8816 



% identity 

NCBI Description 



38 

(U66035) X-linked deafness dystonia protein [Homo sapiens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53490 

wvk700681984.hl 

BLASTN 

gl68547 

116 

1.0e-58 

183 
91 

Zea mays putative brain specific 14-3-3 protein, tau 
protein homolog mRNA, partial cds 

53491 

wvk700681988.hl 

BLASTX 

g2827888 

334 

1.0e-31 

87 
72 

(AF016621) ATP-dependent Clp protease proteolytic subunit 
[Arabidopsis thaliana] 

53492 

wvk700681991.hl 

BLASTX 

gll68195 

264 

2.0e-23 

73 

73 

14-3-3-LIKE PROTEIN >gi_4 78595_pir S20580 protein kinase C 

inhibitor homolog - Hooker's evening primrose 
>gi_20062_emb_CAA44 642_ (X62838) protein kinase C inhibitor 
homologue [Oenothera elata subsp. hookeri] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



53493 

wvk700682013.hl 

BLASTN 

g4406529 

78 

4.0e-36 

210 

84 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast 
encoding chloroplast protein, complete cds 

53494 

wvk700682017.hl 

BLASTX 

g2462741 

297 

3.0e-27 

73 

79 



gene 



8817 



NCBI Description 



(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53495 

wvk700682023.hl 

BLASTN 

gll84775 

230 

1.0e-126 

262 

97 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC4 
(gpc4) mRNA, complete cds 

53496 

wvk700682027.hl 

BLASTX 

g3953471 

289 

2.0e-26 

84 

63 

(AC002328) F2202.16 [Arabidopsis thaliana] 
53497 

wvk700682028.hl 

BLASTX 

g461812 

205 

2.0e-16 

73 
51 

CYTOCHROME P450 72 (CYPLXXII) (PROBABLE 

GERANIOL- 1 0 -HYDROXYLASE ) (GE10H) >gi_167484 (L10081) 

Cytochrome P-450 protein [Catharanthus roseus] 

>gi_445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



53498 

wvk700682032.hl 

BLASTX 

g!402876 

303 

6.0e-28 

67 

46 

(X98130) putative phosphate permease [Arabidopsis thaliana] 
>giJL495255_emb_CAA66116_ (X97484) orfOl [Arabidopsis 
thaliana] 

53499 

wvk700682046.hl 

BLASTN 

g3108052 

228 

1.0e-125 

260 



8818 



% identity 


97 


NCBI Description 


Zea mays myo-inositol 1-phosphate synthase mRNA, < 




cds 


Seq. No. 


53500 


Seq. ID 


wvk700682052.hl 


Method 


BLASTX 


NCBI GI 


gl619321 


BLAST score 


191 


E value 


7.0e-15 


Match length 


82 


% identity 


44 


NCBI Description 


(Y07563) hinl [Nicotiana tabacum] 


Seq. No. 


53501 


Seq. ID 


wvk700682055.hl 


Method 


BLASTX 


NCBI GI 


g3451068 


BLAST score 


142 


E value 


5.0e-ll 


Match length 


72 


% identity 


50 


NCBI Description 


(AL031326) putative protein [Arabidopsis thaliana 


Seq. No. 


53502 


Seq. ID 


wvk700682056.hl 


Method 


BLASTN 


NCBI GI 


gl785614 


BLAST score 


142 


E value 


3.0e-74 


Match length 


222 


% identity 


91 


NCBI Description 


Pisum sativum protein kinase homolog PsPK4 mRNA, < 




cds 


Seq. No. 


53503 


Seq. ID 


wvk700682063.hl 


Method 


BLASTX 


NCBI GI 


g2088658 


BLAST score 


250 


E value 


7.0e-22 


Match length 


81 


% identity 


64 


NCBI Description 


(AF002109) unknown protein [Arabidopsis thaliana] 


Seq. No. 


53504 


Seq. ID 


wvk700682078.hl 


Method 


BLASTX 


NCBI GI 


g2980795 


BLAST score 


343 


E value 


1.0e-32 


Match length 


86 


% identity 


81 


NCBI Description 


(AL022197) putative protein [Arabidopsis thaliana; 


Seq, No. 


53505 


Seq. ID 


wvk700682089.hl 



8819 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl653033 

128 

4.0e-14 

83 

58 

(D90910) 



hypothetical protein [Synechocystis sp.] 



53506 

wvk700682106.hl 

BLASTN 

g4406529 

56 

7.0e-23 

136 

85 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

53507 

wvk700682143.hl 

BLASTX 

gl361979 

138 

1.0e-08 

31 

90 

serine O-acetyltransf erase (EC 2.3 
>gi_1350550_dbj_BAA12843_ (D85624) 
[Citrullus lanatus] >gi_1841312_dbj_BAA08479_ 
serine acetyltransf erase. [Citrullus lanatus] 
>gi_2337772_dbj_BAA21827_ (AB006530) serine 
acetyltransf erase [Citrullus lanatus] 



1.30) - watermelon 
serine acetyltransf erase 
(D49535) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53508 

wvk700682144.hl 

BLASTN 

g4406529 

179 

3.0e-96 

251 

93 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

53509 

wvk700682250.hl 

BLASTX 

g4138265 

253 

4.0e-22 

84 

52 

(AJ006228) Avr9 elicitor response protein [Nicotiana 
tabacum] 



Seq. No. 



53510 



8820 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID , 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wvk700682259.hl 

BLASTN 

gl553128 

59 

1.0e-24 

143 

85 

Gossypium hirsutum ribosomal protein L44 isoform a 
complete cds 



(RL44), 



53511 

wvk700682266.hl 

BLASTX 

g2244898 

99 

5.0e-09 

78 

41 

(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 

53512 

wvk700682271.hl 

BLASTX 

g2118425 

251 

7.0e-22 

70 

74 

subtilisin/chymotrypsin inhibitor - maize 

>gi_475253__emb_CAA55588_ (X78988) proteinase inhibitor [Zea 
mays] >gi_475922_emb_CAA49593_ (X69972) proteinase 
inhibitor [Zea mays] >gi_559538_emb_CAA57677_ (X82187) 
substilin /chymo trypsin- like inhibitor [Zea mays] 

53513 

wvk700682278.hl 

BLASTX 

g2347088 

216 

1.0e-17 

61 
66 

(U72765) non-specific lipid transfer protein PvLTP-24 
[Phaseolus vulgaris] 

53514 

wvk700682285.hl 

BLASTN 

g4406529 

94 

1.0e-45 

182 

88 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



8821 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53515 

wvk700682319.h2 

BLASTX 

g3860264 

188 

3.0e-18 

60 
78 

(AC005824) unknown protein [Arabidopsis thaliana] 
53516 

wvk700682328.h2 

BLASTN 

g4406529 

93 

5.0e-45 

180 

88 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53517 

wvk700682376.h2 
BLASTX 
g3152559 
289 

2.0e-26 
63 
84 

(AC002986) 
F21M12.20, 

[Arabidopsis thaliana] 



Similarity to A. thaliana gene product 
gb_AC000132. EST gb_Z25651 comes from this gene. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53518 

wvk700682377.h2 

BLASTX 

g4538963 

203 

2.0e-16 

50 

76 

(AL04 9488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



53519 

wvk700682385.h2 

BLASTN 

g4406529 

60 

3.0e-25 

120 

88 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

53520 

wvk700682412.h2 



8822 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl305549 

124 

4.0e-13 

80 
59 

(U55874) 



asparagine synthetase [Glycine max] 



53521 

wvk700682428.h2 

BLASTX 

g2129739 

185 

2.0e-14 

53 
72 

shaggy-like kinase etha - Arabidopsis thaliana 
>gi_1161512_emb_CAA64409_ (X94 939) shaggy-like kinase etha 
[Arabidopsis thaliana] >gi_1627516_emb_CAA70144_ CY08947) 
shaggy-like kinase etha [Arabidopsis thaliana] 

53522 

wvk700682490.h2 

BLASTX 

g399333 

132 

3.0e-12 

69 

65 

CYSTEINE SYNTHASE CHLOROPLAST PRECURSOR (O-ACETYLSERINE 
SULFHYDRYLASE) (O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 

>gi_322740__pir A43407 cysteine synthase (EC 4.2.99.8) 

precursor - pepper >gi_17944_emb_CAA4 6086_ (X64874) 
O-acetylserine (thiol) -lyase [Capsicum annuum] 

53523 

wvk700682506.h2 

BLASTN 

g3550039 

218 

1.0e-119 

254 

98 

Human DNA sequence from clone 333H23 on chromosome 
22ql2. 1-12.3. Contains the (possibly alternatively spliced) 
RPL3 gene for 60S Ribosomal Protein L3 and the threefold 
alternatively spliced gene for Synaptogyrin 1A, IB 

53524 

wvk700682534.h2 

BLASTN 

g30081 

58 

4.0e-24 

81 
94 

Human COL8A1 mRNA for alpha l(VIII) collagen 



8823 



>gi_4502962__ref_NM_001850.1_COL8Al 
type VIII, alpha 1 (C0L8A1) mRNA 



Homo sapiens collagen, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53525 

wvk700682577.h2 

BLASTN 

g256142 

113 

7.0e-57 

120 

99 

cytosolic glutamine synthetase [Glycine max=soybeans, var 
Prize, mRNA, 1450 nt] 

53526 

wvk700682587.h2 

BLASTX 

g4220462 

115 

9.0e-15 

74 
66 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF_0004 6 
and bZIP PF_00170 domains. [Arabidopsis thaliana] 

53527 

wvk700682628.h2 

BLASTX 

g3549665 

158 

5-0e-ll 

63 
56 

(AL031394) hypothetical protein [Arabidopsis thaliana] 
53528 

wvk700682728.hl 

BLASTN 

g20852 

39 

1.0e-12 

127 

83 

P. sativum mRNA for phosphate translocator 
53529 

wvk700682737.hl 

BLASTX 

gl922242 

145 

2.0e-09 

49 

49 

(Y10084) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



53530 



8824 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wvk700682788.hl 

BLASTX 

g2506139 

140 

1.0e-15 

54 

71 

COATOMER DELTA SUBUNIT (DELTA- COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314049_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

53531 

wvk700682794.hl 

BLASTN 

gl053215 

171 

2.0e-91 

267 

93 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

53532 

wvk700682894.hl 

BLASTN 

g!8376 

241 

1.0e-133 

253 

99 

Glycine max PALI gene for phenylalanine ammonia lyase (EC 
4.3.1.5) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



53533 

wvk700682904.hl 

BLASTN 

gl237081 

47 

8.0e-18 

91 

88 

P. sativum mRNA for ADP-glucose pyrophosphorylase (agpS2) 
53534 

wvk700683019.hl 

BLASTX 

g3355662 

144 

6.0e-16 

77 

56 

(AJ009693) ribosomal protein L9 [Podocoryne carnea] 
53535 

wvk700683042.hl 

BLASTN 

gl8551 



8825 





BLAST score 


221 




E value 


1.0e-121 




Match length 


260 




% identity 


97 




NCBI Description 


Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 






protein 




Seq. No. 


53536 




Seq. ID 


wvk700683048.hl 




Method 


BLASTN 




NCBI GI 


g!69056 




BLAST score 


55 




E value 


3.0e-22 




Match length 


111 




% identity 


87 




NCBI Description 


P, sativum carbonic anhydrase mRNA, complete cds 




Seq. No. 


53537 




Seq. ID 


wvk700683152.hl 




Method 


BLASTX 




NCBI GI 


g2832625 


(J 


BLAST score 


171 




E value 


2.0e-12 


'khz 


Match length 


77 


IT = 


% identity 


47 


\ 1J. 

,c 


NCBI Description 


(at. 0217 1 1 ) putative protein [Arabidopsis thaliana] 




Seq. No, 


53538 




Seq. ID 


wvk700683191.hl 




Method 


BLASTN 




NCBI GI 


g2351063 




BLAST score 


34 




E value 


9.0e-10 




Match length 


90 




% identity 


84 




NCBI Description 


ArabidoDsis thaliana cr^nonii r DNIA phTomci^rym^ S PI rl nnp 


Cj 




MCL19, complete sequence [Arabidopsis thaliana] 




Seq. No. 


53539 




Seq. ID 


wvk700683196.hl 




Method 


BLASTX 




NCBI GI 


g2392895 




BLAST score 


177 




E value 


3.0e-13 




Match length 


83 




% identity 


45 




NCBI Description 


(AF017056) brassino^tprni ri i n^pn^i t* i vp 1 [ A*rahn Hnnqi q 






thaliana] 




Seq. No. 


53540 




Seq. ID 


wvk700683248.hl 




Method 


BLASTX 




NCBI GI 


g2429343 




BLAST score 


297 




E value 


3.0e-27 




Match length 


86 




% identity 


67 



8826 



NCBI Description (AF019376) calreticulin [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53541 

wvk700683302.hl 

BLASTX 

g2832661 

224 

1.0e-18 

67 
69 

(AL021710) pherophorin - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53542 

wvk700683395.hl 

BLASTX 

g3914052 

113 

4.0e-10 

70 
57 

DNA MISMATCH REPAIR PROTEIN MSH6 >gi_2104549 
AGAA.3 [Arabidopsis thaliana] 



(AF001535) 



53543 

wvk700683405.hl 

BLASTN 

g984307 

129 

8.0e-67 

129 

100 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransf erase (accD) , photosystem I 
component (psal) , ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein {ORF 103), ORF 229 
precurso 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53544 

wvk700683450.hl 

BLASTN 

g2502086 

32 

6.0e-09 

64 

88 

Vigna radiata adenosine triphosphatase mRNA, 



complete cds 



53545 

wvk700683464.hl 

BLASTN 

gl8551 

185 

1.0e-100 

205 
97 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 



8827 



protein 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53546 

wvk700683507.hl 

BLASTN 

g2661020 

202 

1.0e-110 

230 
97 

Glycine max catalase (cat4) mRNA, complete cds 
53547 

wvk700683511.hl 

BLASTX 

g2353175 

186 

3.0e-14 

70 

49 

(AF015544) sigma factor 3 [Arabidopsis thaliana] 
>gi_2463554_dbj_BAA22530_ (D89994) SigC [Arabidopsis 
thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



53548 

wvk700683523.hl 

BLASTX 

g3860262 

144 

2.0e-09 

39 
69 

(AC005824) unknown protein [Arabidopsis thaliana] 
53549 

wvk700683558.hl 

BLASTN 

gl419684 

47 

2.0e-17 

146 

87 

M.sativa mRNA for TCTP-like protein 
53550 

wvk700683615.hl 

BLASTX 

g3150406 

258 

1.0e-22 

84 
54 

(AC004165) putative indole-3-acetate 
beta-glucosyltransferase [Arabidopsis thaliana] 

53551 

wvk700683621.hl 



8828 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl69038 

48 

3.0e-18 

103 

94 

Pisum sativum L. aldolase gene, 



3 1 end cds 



53552 

wvk700683674.hl 

BLASTN 

g4406529 

169 

3.0e-90 

233 

93 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast 
encoding chloroplast protein, complete cds 

53553 

wvk700683703.hl 

BLASTX 

g2827546 

247 

2.0e-21 

91 
49 

(AL021635) cytochrome P450 like protein [Arabidopsis 
thaliana] 

53554 

wvk700683721.hl 

BLASTN 

g3309268 

129 

2.0e-66 

281 

91 

Glycine max ferric leghemoglobin reductase-2 precursor 
mRNA, complete cds 



gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



53555 

wvk700683733.hl 

BLASTX 

g3914472 

274 

1.0e-24 

66 

80 

PHOTOSYSTEM II 
>gi_3227 64 pir 



tobacco >gi_ 
tabacum] 



10 KD POLYPEPTIDE PRECURSOR (PII10) 
_S32021 photosystem II 10K protein - common 



22669_emb_CAA49693_ (X70088) NtpIIlO [Nicotiana 



53556 

wvk700683750.hl 
BLASTX 



8829 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll73638 
274 

2.0e-24 

92 
54 

(U35779) 1-aminocyclopropane-l-carboxylate synthase 
[Triticum aestivum] 



53557 

wvk700683783.hl 

BLASTN 

gl69090 

105 

4.0e-52 

253 

85 

Pea glyceraldehyde-3-phosphate dehydrogenase 
complete cds 



(GapCl) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



53558 

wvk700683791.hl 

BLASTX 

gl28825 

291 

1.0e-26 

82 
68 

NADH -UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) >gi_108830_pir_A33552 NADH 
dehydrogenase (ubiquinone) (EC 1.6.5.3) precursor - bovine 
>gi_163414 (J02877) NADH : ubiquinone reductase precursor 
[Bos taurus] 

53559 

wvk700683792.hl 

BLASTX 

g2129941 

264 

2.0e-23 

86 

62 

zeaxanthin epoxidase precursor - curled-leaved tobacco 
>gi_1370274_emb_CAA65048_ (X95732) zeaxanthin epoxidase 
[Nicotiana plumbaginif olia] 

53560 

wvk700683795.hl 

BLASTX 

g4580470 

312 

5.0e-29 

70 

79 

(AC006081) hypothetical protein [Arabidopsis thaliana] 
53561 

wvk700683813.hl 



8830 






Method 


BLASTX 




NCBI GI 


g3776557 




BLAST score 


267 




E value 


6.0e-24 




Match length 


75 




% identity 


65 




NCBI Description 


(AC005388) Contains similarity to gi 2924495 hypothetic 






protein Rvl920 from Mycobacterium tuberculosis genome 






gb AL022020. [Arabidopsis thaliana] 




Seq. No . 


53562 




Seq. ID 


wvk700683849.hl 




Method 


BLASTX 




NCBI GI 


g2632252 




BLAST score 


309 




E value 


8. Oe-29 




Match length 


74 




% identity 


73 




NCBI Description 


(Y12464) serine/threonine kinase [Sorghum bicolor] 




Seq. No. 


53563 




Seq. ID 


wvk700683905.hl 


"Z. 


Method 


BLASTX 




NCBI GI 


gll36434 




BLAST score 


90 




R T73 1 HP 

■LJ V d _i_ L-l ^ 


1 . 0e-08 




M?5l~r , h 1 pnfi'hhi 


62 






50 


'-is. 


NCBI Description 


(D80009) KIAA0187 [Homo sapiens"! 


y s 


Seq. No. 


53564 




Seq. ID 


wvk700683907 .hi 




Method 


BLASTX 


■'"1 


NCBI GI 


g2191197 




BLAST score 


152 




E value 


1.0e-22 




Match length 


85 




% identity 


72 




NCBI Description 


(AF0072711 ronf ain^ mi 1 ari f v tn ^vnprhnfnrfn^ PCC1QA9 






phroTTi ononis 1 r^rnnn n«;pH ci o of* npufyps 1 o -! -f- ^ T T 






rproTnh'i nat i on a 1 r*l on inrr v^choT ( PTD * rrl 1 741 f At^V^i Hon 






thaliana] 




"CT . LN k> ■ 


J O UJ 




Seq. ID 


wvk700683924 .hi 




Method 


BLASTN 




NCBI GI 


g2801669 




BLAST score 


41 




E value 


6.0e-14 




Ma t ch 1 pn rrt" h 


41 




% identity 


100 






iiy uuopiictcxcx±a y j_ gu.uj-.lij- uuia o uuL.-Liia.Lc u.t^i iy ui ^ M til ici fci 






iron-sulphur protein gene, complete cds 




Seq. No. 


53566 




Seq. ID 


wvk700684008.hl 




Method 


BLASTX 



8831 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4115379 
153 

2.0e-10 

48 

58 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53567 

wvk700684038.hl 

BLASTN 

g2773269 

132 

3.0e-68 

273 

96 

Glycine max ferredoxin-dependent glutamate synthase (glu) 
mRNA, partial cds 

53568 

wvk700684068.hl 

BLASTN 

g535764 

45 

3.0e-16 

89 

88 

Stylosanthes humilis peroxidase mRNA 
53569 

wvk700684094.hl 

BLASTX 

gl514643 

215 

1.0e-17 

55 
60 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 
53570 

wvk700684111.hl 

BLASTX 

g3914472 

274 

1.0e-24 

66 

80 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi_322764_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22669_emb__CAA4 9693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



53571 

wvk700684128.hl 

BLASTX 

g2905643 

139 



8832 



E value 


9. Oe-09 


Match length 


80 


% identity 


34 


NCBI Description 


(AF045244) ribitol kinase [Klebsiella pneumoniae] 


Seq. No. 


53572 


Seq. ID 


wvk700684150.hl 


Method 


BLASTX 


NCBI GI 


g4455331 


BLAST score 


205 


E value 


2.0e-16 


Match length 


84 


% idpntirv 


48 


NCBI Description 


(AL0355251 outative Drotein rArabidonsi s thaliana! 


Seq. No. 


53573 


Seq. ID 


wvk700684188 .hi 


Method 


BLASTN 


NCBI GI 


gl69056 


BLAST score 


58 


E value 


4 . Oe-24 


Match length 


86 


% idpnritv 


92 


NCBI Descriotion 


P . sat iviiin carbonic anhvHracsp mRNA como! pfp ccj^; 


Spa No 


53574 


Seq. ID 


wvk7 00684206 .hi 


Method 


BLASTX 


NCBI GI 


g4406809 


BLAST score 


149 


E valup 

J— 1 V \JL -L. k-X 


7 . Oe-19 


Ma t c h lpn at h 


67 


%. -i Hpni - "i fv 




NCBI Description 


(AC006201) unknown protein [Arabidopsis thaliana] 


Sea No 


53575 


Seq. ID 


wvk700684221.hl 


Method 


BLASTX 


NCBI GI 


g4530126 


BLAST score 


212 


E value 


3.0e-17 


Match length 


89 


% identity 


51 


NCBI Description 


(AF078082} rpcpnt or— 1 i kp nrotpin kin^«?p homo! oa RK?0— 1 




[Phaseolus vulgaris] 


Spa No 


J J J ' u 


Seq. ID 


wvk700684238 hi 


Method 


BLASTX 


NCBI GI 


g3927830 


BLAST score 


142 


E value 


4.0e-09 


Match length 


87 


% identity 


43 


NCBI Description 


(AC005727) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



53577 



8833 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wvk700684286.hl 

BLASTX 

g4510375 

258 

1.0e-22 

66 
77 

(AC007017) putative homeotic protein BEL1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53578 

wvk700684333.hl 

BLASTN 

g2632108 

76 

8.0e-35 

104 

93 

Pisum sativum mRNA for phospholipid glutathione peroxidase 
53579 

wvk700684345.hl 

BLASTX 

g3377812 

265 

2.0e-23 

78 

65 

(AF076275) contains similarity to heavy-metal-associated 
domain containing proteins (Pfam: HMA.hm, score: 12.02) 
[Arabidopsis thaliana] 



Seq. No. 


53580 




Seq. ID 


wvk700684396.hl 


Method 


BLASTX 




NCBI GI 


g4559351 




BLAST score 


217 




E value 


6.0e-18 




Match length 


86 




% identity 


52 




NCBI Description 


(AC006585) 


hypothetical 


Seq. No. 


53581 




Seq. ID 


wvk700684441.hl 


Method 


BLASTX 




NCBI GI 


g3785974 




BLAST score 


123 




E value 


2.0e-09 




Match length 


48 




% identity 


71 




NCBI Description 


(AC005560) 


putative DNA 


Seq. No. 


53582 




Seq. ID 


wvk700684^ 


179. hi 


Method 


BLASTX 




NCBI GI 


g3158476 




BLAST score 


335 





8834 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-32 

81 

85 

(AF067185) 



aquaporin 2 [Samanea saman] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



53583 

wvk700684617.hl 

BLASTN 

g4406529 

89 

1.0e-42 

181 

87 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



53584 

wvk700684670.hl 

BLASTN 

gl2139 

89 

1.0e-42 

189 

87 

Pea plastid genes rps2, atpl, atpH, atpF, atpA, 
trnG coding for ribosomal protein S2, one CF(1) 



trnR and 
and three 

CF(O) subunits of ATP synthase and tRNA-Arg and tRNA-Gly 
53585 

wvk700684679.hl 

BLASTX 

g266893 

149 

4.0e-10 

43 

60 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_3224 16_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67674) rubisco activase [Cucumis 
sativus] 

53586 

wvk700684683.hl 

BLASTN 

gl053215 

83 

3.0e-39 

127 

91 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

53587 

wvk700684727.hl 

BLASTX 

g4220524 



8835 



BLAST score 


223 


E value 


9.0e-19 


Match, length 


65 


$c n Hpti"! - 1 t v 


62 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 




J JJOO 


Seq. ID 


wvk700684737 .hi 


Method 


BLASTX 


NCBI GI 


g3608154 


BLAST score 


212 


E value 


2.0e-17 


Match length 


76 


% identity 


55 


NCBI Description 


(AC005314) unknown protein [Arabidopsis thaliana] 


Sea No 


53589 


Seq. ID 


wvk700684844.hl 


Method 


BLASTX 


NCBI GI 


a3108161 


BLAST score 


201 


E value 


5.0e-16 


Match length 


83 


% i dpnt" itv 


46 


NPRT Dpc;rri nti nn 

' J— 1 -L UGO^rJ — L JLUii 


f AFf) (SI *l 0 ) niifafi vp mnnrj^a rr^hs ri Hp fran^nnrtpr 1 rPptnrn a 




In uhri Hp 1 


O tS L£ • LN U • 




Sea ID 


wvk7 00684881 hi 


Method 


BLASTN 


NCBI GI 


g20732 


BLAST score 


113 


E value 


5.0e-57 


Match length 


161 


% identitv 


93 


NCBI Dps rri Dt i on 


Pfia rhloronl s^t GAPR mRNA ptirndinn 




al vppt*3 1 HphvHp- "3 — nho^nh^ i~ p HphvHmrrpna ^p (("^APDH) ^nlDnnit" 




(EC 1 2 1 13) 


Qorr 

o c; . LN . 


^^S91 


Seq. ID 


wvk700684885 hi 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


67 


E value 


2 0e-29 


M^i~ph 1 pnrri~h 


126 






NCBI Description 


Tnbarrn rhl oronl a^t - apncvmp DNA 


o c ^ . \J • 




Seq. ID 


wvk700684896 hi 


Method 


BLASTN 


NCBI GI 


g20740 


BLAST score 


48 


E value 


4.0e-18 


Match length 


88 


% identity 


89 



8836 



II 



NCBI Description Pi sum sativum mRNA for P protein, a part of glycine 
cleavage complex 



Seq. No. 


53593 


Seq. ID 


wvk700684930.hl 


Method 


BLASTN 


NCBI GI 


g4406529 


BLAST score 


121 


E value 


1.0e-61 


Match length 


249 


% identity 


87 


NCBI Description 


Vigna radiata rubisco activase (Rca) mRNA/ chloroplc 




encoding chloroplast protein, complete cds 


Seq. No. 


53594 


Seq. ID 


wvk700684931.hl 


Method 


BLASTN 


NCBI GI 


g516853 


BLAST score 


160 


E value 


7 Oe-85 


Match Ipncrth 


227 


% idpntitv 


34 


NCBI Descriotion 


Sovbean SUBI— 2 aene for ubicruitin, comolete cds 


Seq. No. 


53595 


Seq. ID 


wvk700684932.hl 


Method 


BLASTN 


NCBI GI 


a872115 


RLAST qrnrp 

>—> lulu J. 


41 


E value 


7. Oe-14 




61 


% i dpnt \ t v 


92 


NCBI Description 


G.max gmsti mRNA 


Seq. No. 


53596 


Seq. ID 


wvk700684958.hl 


Mpt hod 




NCBI GI 


a2181184 




167 


E value 


3. Oe-17 




87 


S; -j Hpn t" i t" v 




NCBI Descriotion 


(Y13577) JR3 orotein FArabidonsis thalianal 


Seq. No. 


53597 


Seq. ID 


wvk700684992.hl 


Method 


BLASTN 


NCBI GI 

Lr* X+J *L \— J -L- 


gl8741 


BLAST score 


185 


E value 


1.0e-100 


Match length 


269 


% identity 


96 


NCBI Description 


Glycine max gene encoding ribulose-1, 5-bisphosphate 




carboxylase small subunit 


Seq. No. 


53598 


Seq. ID 


wvk700685085.hl 



8837 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2833389 

405 

6.0e-40 

85 

85 

SOLUBLE GLYCOGEN (STARCH) SYNTHASE PRECURSOR (SS III) 
>gi_1200154_emb_CAA65065_ (X95759) glycogen (starch) 
synthase [Solanum tuberosum] 



beg. ino* 




oc;q. ±u 


W V ft. / UU Do D -L U / . 11 -L 




1 A. 


NCR! HT 




BLAST score 


210 


E value 


5.0e-17 


Match length 


79 


% identity 


47 


NCBI Description 


(D90910) hypothetical 


Seq. No. 


53600 


Seq. ID 


wvk700685124.hl 


Method 


BLASTX 


NCBI GI 


g3132479 


BLAST score 


370 


E value 


6.0e-36 


Match length 


81 


% identity 


84 


NCBI Description 


(AC003096) multidrug 



At MRP 2 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



53601 

wvk700685166.hl 

BLASTN 

g!2147 

89 

1.0e-42 

266 

88 

Pea chloroplast genes for ATP synthetase subunits beta and 
epsilon (atpB and atpE) 

53602 

wvk700685167.hl 

BLASTX 

g99733 

186 

2.0e-14 

43 

84 

hypothetical protein Hlflk - Arabidopsis thaliana 
(fragment) >gi_16482_emb_CAA44318_ (X624 61) Hlflk 
[Arabidopsis thaliana] 

53603 

wvk700685226.hl 
BLASTX 



8838 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g3913996 
257 

2.0e-22 

73 

64 

MITOCHONDRIAL LON PROTEASE 
>gi_2208927_dbj_BAA20482_ I 
Lon [Spinacia oleracea] 



HOMOLOG 1 PRECURSOR 

D85610) ATP-dependent protease 



53604 

wvk700685242.hl 

BLASTN 

g2317899 

253 

1.0e-140 

273 
98 

Glycine max Sali3-2 mRNA, complete cds 
53605 

wvk700685326.hl 

BLASTX 

g3171001 

157 

6.0e-ll 

77 
45 

(AF061946) dihydroxyacetone kinase [Pichia angusta] 
53606 

wvk700685327.hl 

BLASTX 

g4454470 

315 

2.0e-29 

87 

71 

(AC006234) putative sugar transporter [Arabidopsis 
thaliana] 

53607 

wvk700685338.hl 

BLASTX 

gl669341 

428 

1.0e-42 

82 
90 

(D45066) AOBP (ascorbate oxidase promoter-binding protein) 
[Cucurbita maxima] 

53608 

wvk700685372.hl 

BLASTX 

g228403 

151 

3.0e-10 



8839 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 
62 

glycolate oxidase [Lens culinaris] 
53609 

wvk700685410.hl 

BLASTX 

gl708060 

144 

1.0e-15 

61 
77 

GLUTATHIONE REDUCTASE (GR) (GRASE) >gi_2117552_pir S61975 

glutathione reductase (NADPH) (EC 1.6.4.2) - yeast 
(Saccharomyces cerevisiae) >gi_1151235 (U43281) 
Glrlp,Lpgl7p [Saccharomyces cerevisiae] 

53610 

wvk700685452.hl 

BLASTX 

g2494895 

135 

1.0e-18 

84 
56 

EUKARYOTIC TRANSLATION INITIATION FACTOR 3 DELTA SUBUNIT 
(EIF-3 DELTA) (EIF3 P36) (TGF-BETA RECEPTOR INTERACTING 

PROTEIN 1) (TRIP-1) >gi_2136321_pir S60335 TRIP-1 protein 

- human >gi_1036805 (U36764) TGF-beta receptor interacting 
protein 1 [Homo sapiens] >gi_1718195 (U39067) translation 
initiation factor eIF3 p36 subunit [Homo sapiens] 
>gi_4503513_ref__NP_003748 . l_pEIF3S2_ UNKNOWN 

53611 

wvk700685507.hl 

BLASTX 

g2911067 

335 

7.0e-32 

74 

85 

(AL021960) UV-damaged DNA-binding protein- like 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



53612 

wvk700685520.hl 

BLASTX 

g2914709 

223 

7.0e-19 

71 
62 

(AC003974) hypothetical protein 
53613 

wvk700685541.hl 
BLASTX 



[Arabidopsis thaliana] 



8840 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3608263 
344 

6.0e-33 

72 

86 

(AB017565) 



Dof zinc finger protein [Arabidopsis thaliana] 



53614 

wvk700685607. 

BLASTN 

g408791 

47 

2.0e-17 

59 
95 

Glycine soja 
(Fadd) mRNA, 



hi 



chloroplast omega-3 fatty acid desaturase 
complete cds 



53615 

wvk700685644.hl 

BLASTN 

gl066858 

203 

1.0e-110 

259 

95 

Glycine max (clone 91) 
mRNA, 3' end of cds 



acetyl-CoA-carboxylase (ACCase-A) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53616 

wvk700685651.hl 

BLASTN 

g!150683 

76 

8.0e-35 

225 
83 

V.radiata atpB, rbcL and trnK genes 
53617 

wvk700685655.hl 

BLASTX 

g90313 

162 

2.0e-ll 

48 

60 

aspartate transaminase (EC 2.6.1.1), cytosolic - mouse 
>gi_871422__emb_CAA30275_ (X07302) aspartate 
aminotransferase [Mus musculus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



53618 

wvk700685661.hl 

BLASTX 

g2245120 

175 

6.0e-13 



8841 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 
44 

(Z97343) 



hypothetical protein [Arabidopsis thaliana] 



53619 

wvk700685733.hl 

BLASTX 

g!402879 

140 

6.0e-09 

77 

43 

(X98130) unknown [Arabidopsis thaliana] 
>gi_1495247_emb_CAA66220_ (X97616) orf 05 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



53620 

wvk700685744.hl 

BLASTX 

g4063751 

421 

8.0e-42 

87 

93 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD21495.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

53621 

wvk700685755.hl 

BLASTX 

g4115946 

180 

1.0e-13 

75 

49 

(AF118223) contains similarity to Ipomoea nil leaf protein 
(GB: D85101) [Arabidopsis thaliana] 

53622 

wvk700685790.hl 

BLASTN 

gl69036 

47 

2.0e-17 

59 

95 

Pisurn sativum L. aldolase gene, 3' end cds 
53623 

wvk700685813.hl 

BLASTN 

g!69036 

50 

3.0e-19 

70 

93 



8842 



NCBI Description 



Pisum sativum L. aldolase gene, 3 f end cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53624 

wvk700685842.hl 

BLASTX 

g564018 

171 

1.0e-12 

70 

51 

(U16156) dihydrofolate synthetase [Streptococcus 
pneumoniae] 

53625 

wvk700685873.hl 

BLASTX 

g421948 

177 

3.0e-13 

80 
40 

UDP rhamnose — anthocyanidin-3-glucoside 
rhamnosyltransferase - garden petunia 

53626 

wvk700685908.hl 

BLASTN 

g532706 

38 

3.0e-12 

80 

94 

Glycine max clone GMFP6 isoprenylated protein mRNA, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53627 

wvk700685909.hl 

BLASTN 

g2980787 

33 

4.0e-09 

49 

92 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



PI clone M7J2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53628 

wvk700685946.hl 

BLASTN 

gl69157 

44 

1.0e-15 

56 
95 

Pisum sativum serine hydroxymethyltransf erase mRNA, 
complete cds 



8843 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53629 

wvk700685957.hl 

BLASTN 

g3033512 

157 

4.0e-83 

240 

91 

Phaseolus vulgaris rubisco activase (Real) mRNA, complete 
cds 



Seq. No. 


53630 


Seq. ID 


wvk700685976.hl 


Method 


BLASTN 


NCBI GI 


gl69036 


ujuriu x duu i c 




TT 1 hp 






/ u 






inv^dj. ues civxpu ion 


Pisum sativum L. aldolase gene, 3' end cds 




JJOJl 


Seq. ID 


wvk700685983 hi 


Method 


BLASTN 


NCBI GI 


g3175989 


BLAST score 


70 


E value 




rid Lull xviriyuii 




Q- T *-J 4** -i X- T « 

-5 laenLiuy 




W^Dl JJcoCIiptlun 


Cicer arxetinum mRNA for GDP dissociation inhibitor ( 


O c q . IN O . 


OjDjZ 






Method 


J-JX-t-faO X /\ 


NCBI GI 


g4309734 


BLAST score 


156 


J-t Va.J_U.o 


y • ue xi 




4 D 


% identity 




WvDJ, UC&LIipLlUIl 


(AC006439) putative 26S proteosome regulatory subunit 




[Arabidopsis thaliana] 


Seq. No. 


53633 


Seq. ID 


wvk700686016.hl 


Method 


BLASTX 


NCBI GI 


g4324714 


BLAST score 


245 


E value 


3.0e-21 


Match length 


79 


% identity 


67 


NCBI Description 


(AF110771) ammonium transporter [Arabidopsis thaliana 


Seq. No. 


53634 


Seq. ID 


wvk700686027.hl 


Method 


BLASTX 


NCBI GI 


g2352492 


BLAST score 


250 



8844 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-22 

80 

61 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi__2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 

53635 

wvk700686070.hl 

BLASTX 

g3913031 

323 

2.0e-30 

79 

76 

BETA-AMYLASE ( 1, 4-ALPHA-D-GLUCAN MALTOHYDROLASE ) 
>gi_2559006 (AF026217) beta-amylase [Medicago sativa] 

53636 

wvk700686108.hl 

BLASTX 

g3135274 

231 

2.0e-36 

89 

74 

(AC003058) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 

53637 

wvk700686133.hl 

BLASTN 

g3033512 

220 

1.0e-120 

271 

96 

Phaseolus vulgaris rubisco act i vase (Real) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



53638 

wvk700686144.hl 

BLASTN 

g20728 

81 

8.0e-38 

161 
88 

Pea chloroplast GAPA mRNA encoding 
glyceraldehyde-3-phosphate dehydrogenase 
(EC 1.2.1.13) 

53639 

wvk700686149.hl 

BLASTX 

g4494003 

117 



(GAPDH) subunit A 



8845 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-12 

68 
52 

(AL034559) predicted using hexExon; MAL3P7.35 (PFC1020c) , 
40S Ribosomal protein S3A, len: 263 aa; Similarity to 40S 
ribosomal protein S3A. H.annuus 4 OS ribosomal protien S3A 
( S W : RS 3 A_HELAN ) BLAST Score: 795, sum P(l) = 2.5e-7 

53640 

wvk700686151.hl 

BLASTX 

g731936 

96 

7.0e-09 

64 
46 

HYPOTHETICAL 33.9 KD ESTERASE IN SMC3-MRPL8 INTERGENIC 

REGION >gi_1077819_pir S50803 hypothetical protein YJL068c 

- yeast (Saccharomyces cerevisiae) >gi_4 98998_emb_CAA84054_ 

(Z34288) 39.8% identity in 289 aa overlap with human 
esterase D [Saccharomyces cerevisiae] 
>gi_1008219__emb_CAA89359_ (249343) ORF YJL068c 

[Saccharomyces cerevisiae] 

53641 

wvk700686161.hl 

BLASTX 

g2618691 

287 

4.0e-26 

85 

66 

(AC002510) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 

53642 

wvk700686231.hl 

BLASTX 

g2252847 

281 

2.0e-25 

56 

88 

(AF013293) No definition line found [Arabidopsis thaliana] 
53643 

wvk700686256.hl 

BLASTX 

g2342682 

214 

1.0e-17 

72 

61 

(AC000106) Contains similarity to Rattus AMP-activated 
protein kinase (gb_X95577) . [Arabidopsis thaliana] 



Seq. No. 



53644 



8846 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



wvk700686371.hl 
BLAST N 
g288187 
188 

1.0e-101 

232 

95 

V.unguiculata cysteine proteinase inhibitor mRNA 



Seq. No. 


53645 


Seq. ID 


wvk700686383.hl 


Method 


BLASTX 


NCBI GI 


g4314371 


BLAST score 


139 


E value 


1.0e-08 


Match length 


91 


% identity 


35 




^nouuojiu j puLduive aja protein LHraDiciopsis 






Seq. ID 


W V A. f UUDOOjO J .111 


Method 


BLASTX 


NCBI GI 


g3056588 


BLAST score 


205 


E value 


2.0e-16 


Mat ph 1 print h 


77 


i dpnt" i r v 


*± o 


NCRT Dp<? rri r>t- H nn 


( ACOnA*?^^} T1 TTQ Q rZirahi Hnnci o ■! anal 
^n^UUl^ JJ J 11C ^ LriXa.D10.OpS IS tnallanaj 


Sea No 


53647 


Sea. ID 


WVJV / VVJvJO UU J • 11X 


Method 


BLASTX 


NCBI GI 


g3080441 


BLAST score 


181 


E value 


9.0e-14 


Match lenath 


78 


% i Hpni" i 






^riLiuzzouoj putative protein [AraDiaopsis tnai 


Sea Nn 


JJOIO 


Seq. ID 


WVA. / uuuooy jO . ni 


Method 




NCBI GI 


g2346978 


BLAST score 


212 


E value 


2.0e-17 


Match length 


72 


% identity 


58 


NCBI Description 


(AB006601) ZPT2-14 [Petunia x hybrida] 


Seq. No. 


53649 


Seq. ID 


wvk700686447.hl 


Method 


BLASTX 


NCBI GI 


g3860264 


BLAST score 


298 


E value 


2.0e-27 


Match length 


61 


% identity 


85 



8847 



NCBI Description 



(AC005824) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53650 

wvk700686450.hl 

BLASTX 

g3724087 

394 

1.0e-38 

85 

88 

(AJ011840) 1-deoxyxylulose 5-phosphate synthase 
[Catharanthus roseus] 



Seq. No. 


53651 


Seq. ID 


wvk700686452.hl 


Method 


BLASTN 


JLN \-t J-> _L \j JL 




BLAST srnrp 


70 


Hi V CL-L Lit; 




lid UV^li. XCll^ L.I1 


1 Q4 


O XUCI1I — L i~_y 


ft Q 




irlSUIu sativum J_i . aiaoiaS6 gen6/ 


Seq. No. 


53652 


Seq. ID 


wvk700686463 hi 


Method 


BLASTN 


NCBI GI 


g4510360 






T 1 lip 


^. . vJc J- U 


t v ictL,oii J_ t;i..iy uil 


ft / 


% idf^nt* it"v 


94 


NPRT Dp^rrintinn 

I\J V-/J->_L UCijL/l±pLXVJll 


ril. aDIUOpSlS tnallalla CnrOIuOSOIlie 




sequence, conipiec.e sequence 


Seq. No. 


53653 


Seq. ID 


wvk700686487.hl 


Method 


BLASTX 


NCBI GI 


g2462733 


BLAST score 


203 


E value 


3.0e-16 


Match length 


48 


% identity 


79 


NCBI Description 


(AC0022 92) Putative enoyl-CoA hi 




[Arabidopsis thaliana] 


Seq. No. 


53654 


Seq. ID 


wvk700686491.hl 


Method 


BLASTX 


NCBI GI 


g4510424 


BLAST score 


214 


E value 


4.0e-23 


Match length 


82 


% identity 


62 



3 1 end cds 



NCBI Description (AC006929) putative carboxypeptidase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



53655 

wvk700686546.hl 



8848 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4455350 

196 

2.0e-15 

66 

50 

(AL035524) 



putative protein [Arabidopsis thaliana] 



53656 

wvk700686571.hl 

BLASTN 

g3869075 

36 

6.0e-ll 

80 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXK3, complete sequence [Arabidopsis thaliana] 



PI clone: 



53657 

wvk700686576.hl 

BLASTX 

g2388586 

156 

1.0e-10 

40 

70 

(AC000098) Similar to Saccharomyces RAD16 (gb_X78993) . 
[Arabidopsis thaliana] 

53658 

wvk700686602.hl 

BLASTX 

g2760830 

431 

6.0e-43 

95 

85 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

53659 

wvk700686619.hl 

BLASTX 

g418507 

167 

6.0e-12 

56 

57 

S-ADENOSYLMETHIONINE : 2-DEMETHYLMENAQUINONE 

METHYLTRANSFERASE >gi_541097_pir S40872 hypothetical 

protein fl61 - Escherichia coli >gi_305032 (L19201) 
ORF_fl61 [Escherichia coli] >gi__1336002 (U56082) 
S-adenosylmethionine : 2-demethylmenaquinone 

methyltransf erase [Escherichia coli] >gi_1790364 (AE0004 67) 
menaquinone biosynthesis, unknown [Escherichia coli] 



8849 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53660 

wvk700686631.hl 

BLASTN 

g3900979 

42 

1.0e-14 

62 
92 

Eichhornia crassipes mRNA for metallothionein-like protein, 
clone A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53661 

wvk700686654.hl 

BLASTX 

g2529686 

205 

2.0e-16 

63 
67 

(AC002535) putative G-beta-repeat containing protein, 5' 
partial [Arabidopsis thaliana] 

53662 

xpa700792324.hl 

BLASTX 

gl38364 

235 

2.0e-40 

93 

85 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7 ) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53663 

xpa700792325.hl 

BLASTX 

gl38364 

401 

1.0e-39 

80 

99 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53664 

xpa700792401.hl 

BLASTX 

gl38364 

241 

1.0e-20 

89 
60 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 



8850 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53665 

xpa700792410.hl 

BLASTX 

g4097880 

188 

1.0e-14 

43 
84 

(U70866) polyprotein [Bean pod mottle virus] 
53666 

xpa700792435.hl 

BLASTX 

g4455276 

145 

3.0e-13 

81 
53 

(AL035527) peptide transporter-like protein [Arabidopsis 
thaliana] 

53667 

xpa700792468.hl 

BLASTX 

g4097880 

213 

4.0e-26 

66 

94 

(U70866) polyprotein [Bean pod mottle virus] 
53668 

xpa700792494.hl 

BLASTX 

g4097880 

209 

3.0e-17 

42 
98 

(U70866) polyprotein [Bean pod mottle virus] 
53669 

xpa700792541.hl 

BLASTX 

g229707 

327 

9.0e-31 

89 
75 



NCBI Description Bean pod mottle virus 



Seq. No. 
Seq. ID 



53670 

xpa700792542.hl 



8851 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g541948 

118 

3.0e-14 

79 

62 

rabl protein - Soybean >gi_414 832 (LI 4 92 9) Rab7p [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



53671 

xpa700792562.hl 

BLASTX 

g4097880 

449 

5.0e-45 

91 

93 

(U70866) polyprotein [Bean pod mottle virus] 
53672 

xpa700792642.hl 

BLASTX 

gl38364 

482 

6.0e-49 

85 
100 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53673 

xpa700792664.hl 

BLASTX 

g4006884 

144 

3.0e-09 

61 

51 

(Z99707) BELl-like homeodomain protein [Arabidopsis 
thaliana] 

53674 

xpa700792670.hl 

BLASTX 

gl871577 

146 

1.0e-09 

50 
60 

(Y11553) putative 21kD protein precursor [Medicago sativa] 
53675 

xpa700792709.hl 

BLASTX 

g3850588 



8852 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



373 

4.0e-36 

89 

76 

(AC005278) Contains similarity to gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 


53676 




Seq. ID 


xna70079?730 hi 




Method 


BLASTX 




NCBI GI 


g2317900 




BLAST score 


418 




E value 


2.0e-41 




Match length 


80 




% identity 


96 




NCBI Description 


(U89693) Sali3-2 


[Glycine max] 


Seq. No. 


53677 




Seq. ID 


xpa700792735.hl 




Method 


BLASTX 




NCBI GI 


gll72495 




BLAST score 


128 




E value 


5.0e-12 




Match length 


58 




% identity 


67 




NCBI Description 


PHYTOCHROME A >gi 


_515749 (L348 



max] >gi_515751 



phytochrome A [Glycine 
L34844) phytochrome A [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



53678 

xpa700792780.hl 

BLASTX 

gll4950 

192 

6.0e-15 

61 
64 

GLU S.GRISEUS PROTEASE INHIBITOR (BGIA) 

>gi_81581_pir A41174 endopeptidase inhibitor - balsam pear 

>gi_234 607_bbs_53154 BGIA=acidic amino acid-specific 
endopeptidase inhibitor [Momordica charantia L.=bitter 
gourd. Peptide, 68 aa] 

53679 

xpa700792796.hl 

BLASTX 

g2264373 

171 

1.0e-12 

45 

71 

(AC002354) putative NAM /no apical meristem protein 
[Arabidopsis thaliana] 

53680 

xpa700792833.hl 



8853 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



BLASTX 

gl38364 

342 

2.0e-32 

95 

73 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53681 

xpa700792854.hl 

BLASTX 

g4097880 

300 

3.0e-37 

89 

92 

(U70866) polyprotein [Bean pod mottle virus] 
53682 

xpa700792883.hl 

BLASTX 

g4490341 

389 

5.0e-38 

89 

74 

(AL035656) putative protein [Arabidopsis thaliana] 
53683 

xpa700792937.hl 

BLASTX 

g229708 

505 

1.0e-51 

89 

99 

Bean pod mottle virus 
53684 

xpa700792996.hl 

BLASTX 

g548751 

359 

1.0e-34 

80 
86 

60S RIBOSOMAL PROTEIN L19 >gi_1079135_pir A61627 ribosomal 

protein L19 - fruit fly (Drosophila melanogaster) 
>gi_400448_emb_CAA52784_ (X74776) ribosomal protein L19 
[Drosophila melanogaster] 

53685 

xpa700793069.hl 
BLASTX 



8854 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g4097880 
348 

3.0e-33 

73 

89 

(U70866) polyprotein [Bean pod mottle virus] 
53686 

xpa700793081.hl 

BLASTX 

g4530126 

227 

5.0e-19 

70 
63 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



53687 

xpa700793138.hl 

BLASTX 

gl076678 

139 

1.0e-ll 

58 
62 

ubiquitin / ribosomal protein S27a 



potato ( fragment ) 



53688 

xpa700793160.hl 

BLASTX 

gl38364 

459 

2.0e-46 

81 

100 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53689 

xpa700793233.hl 

BLASTX 

g4097880 

208 

4.0e-17 

57 

74 

(070866) polyprotein [Bean pod mottle virus] 
53690 

xpa700793306.hl 

BLASTX 

gl38364 

191 

1.0e-17 



8855 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



64 
74 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53691 

xpa700793331.hl 

BLASTX 

gl38364 

301 

5.0e-28 

64 

89 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >giJ75639j?ir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] ~" 

53692 

xpa700793426.hl 

BLASTX 

g2829923 

208 

5.0e-17 

50 
76 

(AC002291) Similar to uridylyl transferases [Arabidopsis 
thaliana] 

53693 

xpa700793487.hl 

BLASTX 

g4097880 

338 

3.0e-32 

74 

85 

(U70866) polyprotein [Bean pod mottle virus] 
53694 

xpa700793536.hl 

BLASTX 

g4097880 

365 

3.0e-35 

82 

84 

(U70866) polyprotein [Bean pod mottle virus] 
53695 

xpa700793540.hl 

BLASTX 

gl38364 

333 

2.0e-31 



8856 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



88 
74 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53696 

xpa700793581.hl 

BLASTX 

gl749546 

264 

2.0e-23 

69 

74 

(D89169) similar to Saccharomyces cerevisiae SCD6 protein 
SWISS-PROT Accession Number P45978 [Schizosaccharomyces 
pombe] 

53697 

xpa700793658.hl 

BLASTX 

g3334405 

151 

3.0e-10 

35 

100 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 
>gi_2267583 (AF009338) vacuolar H+-ATPase subunit E 
[Gossypium hirsutum] 

53698 

xpa700793706.hl 

BLASTX 

g3947985 

309 

8.0e-29 

91 

68 

(U78948) MADS-box protein 2 [Maius domestica] 
53699 

xpa700793710.hl 

BLASTX 

g4097880 

418 

2.0e-41 

90 

91 

(U70866) polyprotein [Bean pod mottle virus] 
53700 

xpa700793735.hl 

BLASTX 

g4262222 

336 

8.0e-32 



8857 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 
85 

(AC006200) putative RNA helicase A, 3' partial [Arabidopsis 
thai i ana] 

53701 

xpa700793743.hl 

BLASTX 

g4097880 

404 

8.0e-40 

87 

92 

(U70866) polyprotein [Bean pod mottle virus] 
53702 

xpa700793792.hl 

BLASTX 

gl38364 

295 

3.0e-27 

70 
86 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


53703 


Seq. ID 


xpa700793803.hl 


Method 


BLASTX 


NCBI GI 


gl236781 


BLAST score 


218 


E value 


6.0e-18 


Match length 


59 


% identity 


73 


NCBI Description 


(X96732) cuticular collagen [Ostertagia 


Seq. No. 


53704 


Seq. ID 


xpa700793806.hl 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


290 


E value 


6.0e-32 


Match length 


79 


% identity 


91 


NCBI Description 


(U70866) polyprotein [Bean pod mottle vi 


Seq. No. 


53705 


Seq. ID 


xpa700793895.hl 


Method 


BLASTX 


NCBI GI 


gl703375 


BLAST score 


259 


E value 


6.0e-23 


Match length 


53 


% identity 


100 


NCBI Description 


ADP-RIBOSYLATION FACTOR 1 >gi 9654 83 dbj 



BAA08259 (D45420) 



8858 



DcARFl [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53706 

xpa700793917.hl 

BLASTX 

g4097880 

145 

1.0e-09 

38 

74 

(U70866) polyprotein [Bean pod mottle virus] 
53707 

xpa700793940.hl 

BLASTX 

g3337356 

204 

2.0e-16 

56 
73 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

53708 

xpa700793944.hl 

BLASTX 

gl38364 

195 

2.0e-25 

75 

85 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


53709 


Seq. ID 


xpa700793974.hl 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


238 


E value 


2.0e-20 


Match length 


58 


% identity 


81 


NCBI Description 


(U70866) polyprotein 


Seq. No. 


53710 


Seq. ID 


xpa700793992.hl 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


165 


E value 


8.0e-12 


Match length 


64 


% identity 


58 


NCBI Description 


(U708 66) polyprotein 


Seq. No. 


53711 



8859 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



xpa700794083.hl 

BLASTX 

gl38364 

279 

2.0e-25 

63 

89 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



53712 

xpa700794090.hl 

BLASTX 

g3021409 

278 

4.0e-25 

86 

17 

(Y12781) transducin 



(beta) like 1 protein [Homo sapiens] 



53713 

xpa700794115.hl 

BLASTX 

g4097880 

317 

1.0e-29 

82 
78 

(U70866) polyprotein [Bean pod mottle virus] 
53714 

xpa700794179.hl 

BLASTX 

g2842494 

256 

1.0e-30 

83 
80 

(AL02174 9) prohibitin-like protein [Arabidopsis thaliana] 
>gi_4097688 (U66591) prohibitin 1 [Arabidopsis thaliana] 
>gi_4097694 (U66594) prohibitin 1 [Arabidopsis thaliana] 

53715 

xpa700794186.hl 

BLASTX 

gl38364 

346 

4.0e-33 

84 

86 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



8860 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53716 

xpa700794232.hl 

BLASTX 

g3451463 

174 

8.0e-13 

72 
46 

(AL031349) hypothetical protein [Schizosaccharomyces pombe] 



oeq. no. 


0 J / 1 / 


oc^ • x u 


Yna7Dfl7Q49^S hi 

XfcJcl / UU / :7f±^.jO.IlX 


LltS LllUu 




NCBI GI 


g4097880 


BLAST score 


224 


E value 


o * ue— i y 


iyiai,cn lengun 


OA 


■s identity 


64 


NCBI Description 


(U70866) polyprotein [Bean pod mottle virus] 


Seq. No. 


53718 


oeq. id 


xpa /uu /y4zDb.ni 




DT ZiGTY 
B±j£\0 J. A 


]NL.£5l ol 


gi / jUdzz 


Dij/io i score 




E value 


3.0e-15 


Match length 


82 


% identity 


39 


NCBI Description 


ill rUlnfcjl OO.l J\D FKUiblN hoyAz.4 IN CHKUMUoOMhi 


oeq. wo. 




Seq, ID 


xpa7007 94384 .hi 


Method 


BLASTX 


viL,n± bl 


gio4iy4 


Dijiio i score 




E value 




LICL LL.11 xtc-iiy Uli 




% identity 


100 


NCBI Description 


STRESS-INDUCED PROTEIN SAM22 >gi_9 9918_pir S20518 




hypothetical protein - soybean >gi 18744 emb CAA42 




(X60043) ORF [Glycine max] 


Seq. No. 


53720 


Seq. ID 


xpa700794395.hl 


Method 


BLASTX 


NCBI GI 


g3202042 


BLAST score 


152 


E value 


2.0e-10 


Match length 


45 


% identity 


78 


NCBI Description 


(AF069324) 26S proteasome regulatory subunit S5A 




[Mesembryantheraum crystallinum] 



Seq. No. 53721 

Seq. ID xpa700794454.hl 

Method BLASTX 

NCBI GI g3202042 



8861 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197 

8.0e-16 

60 

73 

(AF069324) 26S proteasome regulatory subunit S5A 
[Mesembryanthemum crystal linum] 

53722 

xpa700794484.hl 

BLASTX 

g4097880 

407 

3.0e-40 

81 

100 

(U70866) polyprotein [Bean pod mottle virus] 
53723 

xpa700794542.hl 

BLASTX 

g3201682 

272 

2.0e-24 

75 

69 

(AF060942) extra-large G-protein [Arabidopsis thaliana] 
53724 

xpa700794646.hl 

BLASTX 

g2394306 

271 

2.0e-24 

68 
69 

(AF017269) 73 kDA subunit of cleavage and polyadenylation 
specificity factor [Homo sapiens] 



Seq. No. 


53725 


Seq. ID 


xpa700794770.hl 


Method 


BLASTX 


NCBI GI 


gl881585 


BLAST score 


212 


E value 


1.0e-17 


Match length 


58 


% identity 


69 


NCBI Description 


(U72489) remorin 


Seq. No. 


53726 


Seq. ID 


xpa700794805.hl 


Method 


BLASTX 


NCBI GI 


g3641845 


BLAST score 


114 


E value 


4.0e-09 


Match length 


71 


% identity 


48 


NCBI Description 


(AJ223358) stelar 
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[Arabidopsis thaliana] 



Seq. No, 53727 

Seq. ID xpa700794846.hl 

Method BLASTX 

NCBI GI g4097880 

BLAST score 423 

E value 4.0e-42 

Match length 82 

% identity 100 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No, 53728 

Seq. ID xpa700794959.hl 

Method BLASTX 

NCBI GI g4210948 

BLAST score 206 

E value 9.0e-17 

Match length 41 

% identity 95 

NCBI Description (AF085275) DnaJ protein [Hevea brasiliensis] 

Seq. No. 53729 

Seq. ID xpa700794991.hl 

Method BLASTX 

NCBI GI g4097880 

BLAST score 356 

E value 3.0e-34 

Match length 83 

% identity 86 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 53730 

Seq. ID xpa700795103.hl 

Method BLASTX 

NCBI GI g4097880 

BLAST score 259 

E value 8.0e-23 

Match length 78 

% identity 73 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 53731 

Seq. ID xpa700795125.hl 

Method BLASTX , 

NCBI GI g4097880 

BLAST score 280 

E value 3.0e™25 

Match length 84 

% identity 69 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 53732 

Seq. ID xpa700795138.hl 

Method BLASTX 

NCBI GI g4097880 

BLAST score 340 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-32 

69 

96 

(U70866) polyprotein [Bean pod mottle virus] 
53733 

xpa700795158.hl 

BLASTX 

g4510345 

222 

1.0e-18 

57 

65 

(AC006921) unknown protein [Arabidopsis thaliana] 
53734 

xpa700795207.hl 

BLASTX 

gl38364 

435 

1.0e-43 

79 

99 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



53735 

xpa700795232.hl 

BLASTX 

g4580513 

223 

1.0e-18 

65 

69 

(AF036300) scarecrow-like 1 



[Arabidopsis thaliana] 



53736 

xpa700795249.hl 

BLASTX 

gl38364 

385 

9.0e-38 

80 

95 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53737 

xpa700795263.hl 

BLASTX 

g4455276 

113 

2.0e-10 
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Match length 

% identity 

NCBI Description 



66 
59 

(AL035527) peptide transporter-like protein [Arabidopsis 
thaliana] 



C a r>r Wry. 

oeq. INO . 


JJ / JO 




Xpd. /UU / jjZ / u *n± 


Memoa 


DT TV OTIV 




g jZ /ID 


nLiAbi score 




E value 


O . ue — JU 


lyiaucn xengun 


7 Q 


-6 identity 


7 /I 


INL'Di UcoLIipilOIl 


^ BPHn^n A A ^ H \7T>^f" Vi 0 "f~ "i pal T^TAffli n r Zi v a K i H nr* 0 i c "Hhal i anal 
^nL-UUjU'iU J iiypOCI.LcI_-L(JcL-L piTOT_eHl LrildDlUOpblb UllciXXciXla. J 


Seq. No. 


53739 


Seq. ID 


xpa700795271.hl 


Method 


BLASTX 


NCBI GI 


g3549639 


BLAST score 


214 


E value 


1.0e-17 


Match length 


74 


% identity 


66 v 


NCBI Description 


(AJ005194) receiver-like protein 3 [Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53740 

xpa700795291.hl 

BLASTX 

g4490756 

172 

1.0e-12 

70 

54 

(AL035708) hypothetical protein [Arabidopsis thaliana] 
53741 

xpa700795336.hl 

BLASTX 

gl38364 

180 

9.0e-14 

43 

84 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53742 

xpa700795342.hl 

BLASTX 

g4097880 

399 

3.0e-39 

84 

92 

(U70866) polyprotein [Bean pod mottle virus] 
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II 



Sea No 


53743 


Seq. ID 


xpa700795377 .hi 


Method 


BLASTX 


NCBI GI 


g229708 






F, VP) 1 11 P 


2 Op-33 


iYlduL-Il leilyUIl 


0 z 


% i Hpnt* *i t* v 


83 


iNk>.J3± LiescnpLion 


oean poa inoi-tie virus 




53744 


Sea ID 


XDa700795380 hi 


Met hod 


RT.A9TX 


NPRT ftT 


y 1 jo joi 


RT.A9T qrnrp 
j_)±jr^.o j. o <. ^_/J- " 


-j 0 *j 


E value 


2.0e-37 


Match length 


81 


0 J.U.C11LX 


Ql 

jj 


IN^Dl L/COU L LJ L- -L i 1 


u£i IN Wi iJ_i 17 Wll 1 17 1\W J. Hi _L L\ VI 




PPHTTTTM T7P9^ *->rH 7^^' 
iri\Vl JiiXlN vir£.3} /gi / OO, 




UCCtil 1LLU L L±C V _L J_ U. O 




^lyioz/oo; coai proLem 




J J / T J 


Seq. ID 




ft/Id -j— Vi 


JDlxflO 1 A 


IN ^151 ol 


rrl ^fi^^A 
giOOOO*i 


o-Lifio i score 




E value 


8.0e-30 


Match length 


65 




Q1 
y x 


KTPRT Flo c; T~ "i "Pi"l~ "i OTi 


(^FTtfOMF Pfj*T YPROTFTTtf M 

\j£jL\\JlrxIlt CkJIj 1 J: i\w X j_i -L LN LI 




IrKUI j_i_LJlN v¥<£o) ^gi /DO, 




jjed.n pou nioLtie virus 




^l v ioz/oo/ coax, proccin 


O " <-J • 1MU • 




Sea ID 


xna 7007^^4 4? hi 


Method 


BLASTX 


NCBI GI 


g541944 


RT, A ^ootp 




Fl vfl 1 hp 

i-i V CIJL LLsZ 


^ Op-94 
JtUC ^. *± 


L let 1—^11 -Ldiy L.11 


«J -J 






iN^.i3± Ucouription 


nodulin - 26 — soybean 




OO / ft / 


Seq. ID 


vn^70D7QR^^Q hi 
Akyct / vju / ? J J j? . ill 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


341 


E value 


1.0e-32 


Match length 


74 


% identity 


91 


NCBI Description 


(U70866) polyprotein 



[CONTAINS : COAT PROTEIN VP37; COAT 

S9_pir GNWXG7 genome polyprotein ^ 

(strain Kentucky G7) >gi_210812 



(CONTAINS: COAT PROTEIN VP37; COAT 
39j»ir GNWXG7 genome polyprotein M 



8866 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53748 

xpa700795591.hl 

BLASTX 

g4539295 

151 

6.0e-13 

50 
80 

(AL049480) putative protein [Arabidopsis thaliana] 
53749 

xpa700795614.hl 

BLASTX 

gl38364 

107 

4.0e-10 

63 

57 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7 ) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53750 

xpa700795728.hl 

BLASTX 

g4097880 

330 

3.0e-31 

81 
84 

(U70866) polyprotein [Bean pod mottle virus] 
53751 

xpa700795741.hl 

BLASTX 

gl38364 

444 

1.0e-44 

80 

99 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53752 

xpa700795830.hl 

BLASTX 

g4580393 

173 

1.0e-12 

63 
52 

(AC007171) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



53753 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 



xpa700795842.hl 

BLASTX 

g4097880 

262 

1.0e-26 

87 
80 

(U70866) polyprotein [Bean pod mottle virus] 
53754 

xpa700795961.hl 

BLASTX 

g4097880 

418 

2.0e-41 

85 
94 

(U70866) polyprotein [Bean pod mottle virus] 
53755 

xpa700796020.hl 

BLASTX 

gl38364 

430 

6.0e-43 

83 
94 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53756 

xpa700796041.hl 

BLASTX 

gl38364 

314 

2.0e-29 

79 

81 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53757 

xpa700796111.hl 

BLASTX 

g!628473 

405 

3.0e-40 

80 
100 

(X96665) Nib protein [Soybean mosaic virus] 
53758 

xpa700796205.hl 



8868 



Method 

NCBI- GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g2052029 

239 

2.0e-20 

47 

100 

(Y10820) glutathione transferase [Glycine max] 
53759 

xpa700796230.hl 

BLASTX 

gl38364 

434 

2.0e-43 

82 

95 

GENOME POLYPROTEIN M (CONTAINS : COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53760 

xpa700796269.hl 

BLASTX 

g2444180 

311 

5.0e-29 

80 

69 

(U94785) unconventional myosin [Helianthus annuusl 
53761 

xpa700796280.hl 

BLASTX 

g3482933 

341 

2.0e-32 

83 

76 

(AC003970) Similar to cdc2 protein kinases [Arabidopsis 
thaliana] 

53762 

xpa700796284.hl 

BLASTX 

g2541876 

210 

4.0e-17 

79 
56 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

53763 

xpa700796327.hl 

BLASTX 

g464986 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233 

2.0e-25 

63 

91 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B) 

>gi_421857_pir S32674 ubiquitin — protein ligase {EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

53764 

xpa700796352.hl 

BLASTX 

gl076678 

295 

4.0e-27 

69 

87 

ubiquitin / ribosomal protein S27a 



- potato (fragment) 



53765 

xpa700796357.hl 

BLASTX 

g4097880 

382 

3.0e-37 

80 

90 

(U70866) polyprotein [Bean pod mottle virus] 



53766 

xpa700796373.hl 

BLASTX 

g3643085 

264 

2.0e-23 

70 
70 

(AF075580) protein phosphatase-2C; 
crystallinum] 



PP2C [Mesembryanthemum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53767 

xpa700796406.hl 

BLASTX 

g4558672 

226 

5.0e-19 

80 

53 

(AC007063) putative 1, 3-beta-D-glucan synthase [Arabidopsis 
thaliana] 



8870 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



53768 

xpa700796507.hl 

BLASTX 

g3450889 

316 

1.0e-29 

79 
82 

(AF083890) 19S proteosome subunit 9 
53769 

xpa700796557.hl 

BLASTX 

g281428 

289 

2.0e-37 

78 

100 



[Arabidopsis thaliana] 



NCBI Description genome polyprotein - soybean mosaic virus (strain G7] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



53770 

xpa700796586.hl 

BLASTX 

g3450889 

214 

1.0e-17 

78 

62 

(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 
53771 

xpa700796652.hl 

BLASTX 

gl38364 

155 

7.0e-ll 

51 

69 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53772 

xpa700796672.hl 

BLASTX 

g4097880 

170 

2.0e-12 

35 
91 

(U70866) polyprotein [Bean pod mottle virus] 
53773 

xpa700796677.hl 
BLASTX 



8871 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl666234 
224 

7.0e-19 

47 
91 

(U76193) actin [Pisum sativum] >gi_ 
[Pisum sativum] 



1724143 (U81049) actin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



53774 

xpa700796685.hl 

BLASTX 

g4206196 

194 

2.0e-15 

36 

97 

(AF071527) hypothetical protein [Arabidopsis thaliana] 



53775 

xpa700796688.hl 

BLASTX 

g2052029 

155 

3.0e-12 

65 

54 

(Y10820) glutathione transferase 



[Glycine max] 



53776 

xpa700796742.hl 

BLASTX 

g4193388 

198 

8.0e-16 

75 
59 

(AF091455) translationally controlled tumor protein 
brasiliensis] 



[Hevea 



53777 

xpa700796757.hl 

BLASTX 

g4204695 

245 

3.0e-21 

67 

69 

(AF117062) putative inositol polyphosphate 5-phosphatase 
AtSPl [Arabidopsis thaliana] 

53778 

xpa700796859.hl 

BLASTX 

g4097880 

246 

2.0e-21 
76 



8872 



% identity 

NCBI Description 



75 

(U70866) poiyprotein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53779 

xpa700796904.hl 

BLASTX 

g4097880 

251 

6.0e-22 

50 

94 

(U70866) poiyprotein [Bean pod mottle virus] 
53780 

xpa700796917.hl 

BLASTX 

g3258575 

154 

3.0e-16 

83 

55 

(U89959) Hypothetical protein [Arabidopsis thaliana] 
53781 

xpa700796923.hl 

BLASTX 

g2598575 

157 

6.0e-ll 

69 
45 

(Y15293) MtN21 [Medicago truncatula] 
53782 

xpa700796937.hl 

BLASTX 

gl38364 

355 

4.0e-34 

76 
87 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome poiyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53783 

xpa700797055.hl 

BLASTX 

g2642153 

315 

2.0e-29 

85 
68 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi_2795810 (AC003674) unknown protein [Arabidopsis 
thaliana] 



8873 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



53784 

xpa700797149.hl 

BLASTX 

g2605887 

145 

1.0e-09 

75 

47 

{AF029242) dormancy- associated protein 



[Pisum sativum] 



53785 

xpa700797320.hl 

BLASTX 

g4097880 

235 

5.0e-20 

82 
66 

(U708 66) polyprotein [Bean pod mottle virus] 
53786 

xpa700797348.hl 

BLASTX 

g3702339 

195 

3.0e-15 

56 

68 

(AC005397) unknown protein [Arabidopsis thalianaj 
53787 

xpa700797358.hl 

BLASTX 

g3892709 

253 

3.0e-22 

80 

65 

(AL033545) putative protein [Arabidopsis thaliana] 
53788 

xpa700797417.hl 

BLASTX 

gll73198 

126 

1.0e-10 

53 

75 

40S RIBOSOMAL PROTEIN S13 >gi_4 80095_pir S36423 ribosomal 

protein S13.e - garden pea >gi_396639_emb_CAA80974_ 
(Z25509) ribosomal protein S13 [Pisum sativum] 

53789 

xpa700797436.hl 

BLASTX 

g2245015 



8874 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq-. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276 

7.0e-25 

80 
62 

(Z 97341) unnamed protein product [Arabidopsis thaliana] 
53790 

xpa700797437.hl 

BLASTX 

gl38364 

406 

4.0e-40 

79 
90 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53791 

xpa700797462.hl 

BLASTX 

gl38364 

341 

2.0e-32 

80 
84 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

53792 

xpa700797473.hl 

BLASTX 

g4097880 

309 

8.0e-29 

73 

82 

(U70866) polyprotein [Bean pod mottle virus] 
53793 

xpa700797560.hl 

BLASTX 

gl23379 

223 

7.0e-19 

53 

83 

HMG1/2 
HMG-1-1 
(X58245 



LIKE PROTEIN (SB11 PROTEIN) >gi_99914_pir S22309 

ike protein - soybean >gi_18 645_emb_CAA41200_ 
) HMG-1 like protein gene [Glycine max] 



Seq. No. 
Seq. ID 

Method 



53794 

xpa700797581.hl 
BLASTX 



8875 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl38364 
326 

8.0e-31 

61 

97 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53795 

xpa700797590.hl 

BLASTX 

gll72495 

278 

3.0e-25 

67 

82 

PHYTOCHROME A >gi_515749 (L34842) photochrome A [Glycine 
max] >gi_515751 (L34844) phytochrome A [Glycine max] 

53796 

xpa700797601.hl 

BLASTX 

g4097880 

387 

6.0e-38 

78 

96 

(U70866) polyprotein 



[Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53797 

xpa700797636.hl 

BLASTX 

g4097880 

249 

8.0e-22 

69 

75 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53798 

xpa700797658.hl 

BLASTX 

g4097880 

232 

7.0e-20 

54 

78 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



53799 

xpa700797672.hl 

BLASTN 

gll65321 

34 

7.0e-10 



8876 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



92 
75 

Glycine max extensin (SbHRGP3) gene, complete cds 
53800 

xpa700797681.hl 

BLASTN 

g470126 

36 

2.0e-ll 

60 

90 

N.tabacum (cv.Samsun NN) L19 mRNA for ribosomal protein L19 
53801 

xpa700797689.hl 

BLASTX 

g3885342 

179 

1.0e-13 

64 

59 

(AC005623) putative DNA polymerase [Arabidopsis thaliana] 
53802 

xpa700797707.hl 

BLASTX 

g4097880 

152 

2.0e-10 

65 
52 

(U70866) polyprotein [Bean pod mottle virus] 
53803 

xpa700797726.hl 

BLASTX 

g730456 

131 

2.0e-13 

49 

78 

4 OS RIBOSOMAL PROTEIN SI 9 
53804 

xpa700797735.hl 

BLASTN 

g2058281 

59 

9.0e-25 

146 
86 

A. thaliana mRNA for AtRanBPla protein 
53805 

xpa700797748.hl 
BLASTN 



8877 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g210811 
93 

5.0e-45 

149 

91 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

53806 

xpa700797755.hl 

BLASTX 

g4097880 

364 

2.0e-35 

71 

94 

(U70866) polyprotein [Bean pod mottle virus] 
53807 

xpa700797825.hl 

BLASTX 

gl769895 

328 

5.0e-31 

78 
79 

(X96598) CaLB protein [Arabidopsis thaliana] 
53808 

xpa700797864.hl 

BLASTN 

g4097879 

90 

3.0e-4 3 

234 

85 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

53809 

xpa700797873.hl 

BLASTN 

g4097879 

122 

2.0e-62 

226 

88 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

53810 

xpa700797962.hl 

BLASTX 

gll73624 

192 

5.0e-15 

52 
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% identity 

NCBI Description 



67 

(U34744) cytochrome P-450 [Phalaenopsis sp. 
SM9108 1 ] 



T hybrid 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53811 

xpa700798016.hl 

BLASTX 

gl3082'9 

137 

1.0e-08 

53 

49 

PATHOGENESIS -RELATED PROTEIN 1 (PVPR1) (PR2) 

>gi_72369_pir SNFB1 pathogenesis-related protein 1 - 

kidney bean >gi_21044_emb_CAA43637_ (X61365) 
pathogenesis-related protein 1 (PvPRl) [Phaseolus vulgaris] 

>gi_227586_prf 1707270A pathogenesis related protein 1 

[Phaseolus vulgaris] 

53812 

xpa700798048.hl 

BLASTX 

g4033446 

142 

3.0e-09 

74 
45 

AGGLUTININ II PRECURSOR (CLAII) (LECCLAII) 

>gi_2147661_pir S72502 mannose/glucose-binding lectin 

CLAII precursor - Cladrastis lutea >gi_1141759 (U21959) 
lectin precursor [Cladrastis lutea] 



Seq. No. 


53813 


Seq. ID 


xpa700798117.hl 


Method 


BLASTN 


NCBI GI 


g4325340 


BLAST score 


71 


E value 


7.0e-32 


Match length 


239 


% identity 


82 


NCBI Description 


Arabidopsis thaliana BAC T1J1 


Seq. No. 


53814 


Seq. ID 


xpa700798131.hl 


Method 


BLASTX 


NCBI GI 


g3953601 


BLAST score 


217 


E value 


6.0e-18 


Match length 


66 


% identity 


68 


NCBI Description 


(AB008489) response regulator 


Seq. No. 


53815 


Seq. ID 


xpa700798204.hl 


Method 


BLASTX 


NCBI GI 


g3834310 


BLAST score 


168 



6 [Arabidopsis thaliana] 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



2.0e-21 

82 
77 

(AC005679) Similar to Ubiquit in-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 

53816 

xpa700798212.hl 

BLASTN 

g4097879 

103 

6.0e-51 

243 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene f complete cds 

53817 

xpa700798249.hl 

BLASTX 

g4467126 

156 

8.0e-ll 

81 
33 

(AL035538) guanine nucleotide-exchange protein-like 
[Arabidopsis thaliana] 

53818 

xpa700798266.hl 

BLASTN 

g4097879 

102 

2.0e-50 

218 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

53819 

xpa700798279.hl 

BLASTX 

g3402694 

250 

7.0e-22 

67 

72 

(AC004697) putative Mlo-hi protein [Arabidopsis thaliana] 
53820 

xzm700763721.hl 

BLASTX 

g4336610 

222 

3.0e-18 



8880 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI* GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



106 
46 

(AF099112) sigma factor; Sig3 [Zea mays] 
53821 

xzm700763757.hl 

BLASTX 

g3600033 

429 

1.0e-42 

102 
82 

(AF080119) contains similarity to the N terminal domain of 
the El protein (Pfam: El_N.hmm, score: 12.36) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53822 

xzm700763760.hl 

BLASTN 

gl2158 

83 

6.0e-39 

300 

84 

Pea gpal gene for subunit A of chloroplast 
glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1-13) 

53823 

xzm700763801.hl 

BLASTX 

g2344889 

245 

2.0e-24 

112 

59 

(AC002388) unknown protein [Arabidopsis thaliana] 
53824 

xzm700763854.hl 

BLASTN 

gll763 

191 

1.0e-103 

293 
93 

N.rustica chloroplast atpB gene for ATPase subunit beta 



53825 

xzm700763862.hl 

BLASTX 

g4102598 

442 

5.0e-44 

109 

70 

(AF0134 66) auxin response factor 4 



[Arabidopsis thaliana] 



8881 



Seq. No. 53826 

Seq. ID xzy700966711.hl 

Method BLASTX 

NCBI GI g2062169 

BLAST score 298 

E value 2.0e-27 

Match length 82 

% identity 68 

NCBI Description (AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 

Seq. No. 53827 

Seq. ID xzy700966721.hl 

Method BLASTX 

NCBI GI g4115373 

BLAST score 283 

E value 1.0e-25 

Match length 87 

% identity 66 

NCBI Description (AC005967) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53828 

xzy700966746.hl 

BLASTX 

g3287693 

406 

5.0e-40 

87 

84 

(AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp. gb_D90916. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53829 

xzy700966749.hl 

BLASTX 

g3193308 

156 

1.0e-10 

58 

50 

(AF069300) similar to Medicago truncatula 
[Arabidopsis thaliana] 



MtN2 (GB:Y15293) 



Seq. No. 53830 

Seq. ID xzy700966765.hl 

Method BLASTX 

NCBI GI g4335742 

BLAST score 216 

E value 9.0e-18 

Match length 77 

% identity 68 

NCBI Description (AC006248) putative AR781 [Arabidopsis thaliana] 

Seq. No. 53831 

Seq. ID xzy700966775.hl 



8882 



Method 


• 

BLASTX 


NCBI GI 


g3600048 


BLAST score 


336 


E value 


7.0e-32 


Match length 


74 


% identity 


76 


NCBI Description 


(AF080120 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



similar to hypothetical proteins in 
Schizosaccharomyces pombe (GB:Z98533) and C. elegans 
(GB:Z48334 and Z78419) [Arabidopsis thaliana] 

53832 

xzy700966784.hl 

BLASTX 

g4469014 

188 

2.0e-14 

66 
58 

(AL035602) putative protein [Arabidopsis thaliana] 
53833 

xzy700966815.hl 

BLASTX 

g2429288 

168 

2.0e-12 

45 
67 

(AF014468) peroxidase [Oryza sativa] 
53834 

xzy700966838.hl 

BLASTX 

g2749943 

147 

4.0e-13 

55 
64 

(U71244) pathogenesis-related group 5 protein [Brassica 
rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



53835 

xzy700966843.hl 

BLASTN 

gl8674 

89 

1.0e-42 

179 

89 

G.max mRNA for lipoxygenase 
53836 

yuv700862713.hl 

BLASTN 

g!8764 

279 

1.0e-156 



8883 



iyiatcn lenyxn 


97 Q 


■6 identity 


1UU 


NCBI Description 


b.max teioi gene ror elongation ractor la 


beq. No. 


C O Q O 1 


oeq. iu 


yUV / UUO Di /IDi 111 






NCBI GI 


g479059 


BLAST score 


171 


E value 


z . ue—yi 


Match length 


1 TO 

1/0 


^ identity 


yy 


NCbi Description 


G.max (Fiskeby V) mRNA for cysteine endopeptidase 


Seq. No. 


c o o o o 

53838 


oeq. id 


yuv / u u o oz ouz . ni 


Method. 


Dliiib I A 


\ir*Ti t r* t 
NUbl 




BLAST score 


297 


E value 


3.0e-27 


Matcn length 


O 1 

o I 


% identity 


/ U 


NCBI Description 


(AC005O79) Similar to go Xy2/oz tarazzins protein 




sapiens. [Arabidopsis thaliana] 


Seq. No. 


C O O C\ 


O — ™ T Pi 

beq. iiJ 


yuv /uuooZoi / . ni 


lxietnoci 


J3liH.O 1 A 


Nbbl bl 


gy y /oj 


BLAST score 


234 


E value 


4.0e-20 


ixLatcn lengtn 


>t Q 

4o 


% identity 


Q Q 

oo 


NCBI Description 


acetolactate synthase (EC 4.1.3.18) 2 precursor - 




>gi lo/liy (MoUuDo) acetolactate synthase LBrassi 


Seq, No. 


53840 


beq. ijj 


yuv /uuoozoi y . ni 


Method 


JdIjAo 1 A 


NOB1 bl 


gjyi4Uo o 


BLAST score 


279 


E value 


4.0e-25 


Match length 


yo 


% identity 




NCBI Description 


MUTSz PROTEIN >gi looz/ol aoj BAAl/o/U (DyuyUo) 




mismatch repair protein MutS [Synechocystis sp.] 


Seq. No. 


53841 


O T Pi 

beq. ijj 


yuv /uuooZooo. nl 




dt 7\ qfpv 

OJ-LTiO 1 A 


NCBI GI 


g3004564 


BLAST score 


211 


E value 


4.0e-17 


Match length 


95 


% identity 


48 



rape 



DNA 



NCBI Description 



(AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 



8884 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ; ~ 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



53842 

yuv700862871.hl 

BLASTN 

gl70019 

204 

l.Oe-111 

236 
97 

Soybean maturation protein 



(MAT1) gene, complete cds 



53843 

yuv700862877.hl 

BLASTN 

gl8749 

174 

3.0e-93 

193 

98 

G.max mRNA for seed maturation polypeptide 
53844 

yza700763918.hl 

BLASTX 

g2244865 

150 

4.0e-10 

83 

43 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
53845 

yza700764063.hl 

BLASTN 

gl8551 

58 

2.0e-24 

138 

86 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



53846 

yza700764066.hl 

BLASTX 

g4512263 

220 

2.0e-18 

52 
83 

(AB018526) H+/Ca2+ exchanger 2 



[Ipomoea nil] 



53847 

yzl700967021.hl 

BLASTN 

gl902893 

101 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-50 

237 

86 

Solanum melongena mRNA for QM family protein, complete cds 
53848 

yzl700967037.hl 

BLASTX 

g2832698 

349 

2.0e-33 

84 

69 

(AL021713) starch synthase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



53849 

zhf700951720.hl 

BLASTX 

g3646450 

220 

3.0e-18 

81 

52 

(AL031603) conserved hypothetical protein. 
[Schizosaccharomyces pombe] 

53850 

zhf700951736.hl 

BLASTX 

gl31754 

184 

4.0e-14 

59 

54 

PPLZ02 PROTEIN >gi_99973_pir S11881 hypothetical protein 

(clone pPLZ2) - large-leaved lupine >gi_19507__emb__CAA36069_ 
(X51767) put. pPLZ2 product (AA 1-164) [Lupinus 

polyphyllus] 

53851 

zhf700951739.hl 

BLASTX 

g4206196 

140 

5.0e-09 

76 

46 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
53852 

zhf700951818.hl 

BLASTX 

g3582436 

421 

9.0e-42 
91 



8886 



% identity 

NCBI Description 



84 

(AB017502) beta-D-glucan exohydrolase [Nicotiana tabacum] 



Oct]. IN U • 


J JOJJ 


Seq. ID 


zhf700951827.hl 


Method 


BLASTX 




rrl 6^761 Q 






E value 




i id. u on iciiy Lii 




15 luciiLiLy 


ft / 
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r^nf* at*i Trd f ran CTTifinnhT'a Tt p riTnt" i n f^Rn r Rrshi Hoti ^ "i ^? t"hs 1 ' 


Seq. No. 


53854 


Seq. ID 


zhf 700951834. hi 


L v iei,noa 


DT ncrpvi 
DXiriO 1 IN 


iN^DX \jX 


rrl RR£Q 

y x o o o y 


d1jH.o i score 




Hj VdlLlc 


9 f)<a— / 6 
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^ laentity 
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incdx jJcscripuion 


O • ILLcLX UUAl 1 ycilC 1UX uy LUWlLUIliC UAl (wlCL o C oUiJ UillL 


C orr "Kir* 




oeq. xu 


znx /uuyoxooo .ni 


Method 


BLASTX 


NCBI GI 


g!362091 


jdjuh.0 i score 


jIj 


E value 


A C\es "31 

4 . ue-ji 


Match length 


Q c: 
OO 


% identity 


/ O 


NCBI Description 


cexxuxase (hiL. o.z.x.4; precursoi - uomaLO ^gi yz^ozz 




(U20590) endo~l f 4— beta— glucanase precursor [Solanuin 




xy coper sxcuiuj 


beq. wo* 


JJOJD 


Seq. ID 


zhf700951880.hl 


Method 


BLASTX 


MPPT PT 
JNCdX bl 




tsij/ioi score 


1 A 0 


E value 


z . ue - xo 


Match length 


4 / 


% identity 


Q1 

yx 


jnubi Description 


(AF076253) calcineurin B- like protein 3 [Arabidopsis 




x.naxxana j 




53857 


Seq. ID 


zhf 700951904. hi 


Method 


BLASTX 


NCBI GI 


gl495273 


BLAST score 


363 


E value 


5.0e-35 


Match length 


87 


% identity 


79 


NCBI Description 


(Z50752) sugar transporter [Arabidopsis thaliana] 



8887 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53858 

zhf700951905.hl 

BLASTX 

g2494165 

261 

4.0e-23 

78 

65 

DNA LIGASE (POLYDEOXYRIBONUCLEOTIDE SYNTHASE (ATP)) 

>gi_2129574_pir S71278 DNA ligase - Arabidopsis thaliana 

>gi_13594 95_emb_CAA66599_ (X97924) DNA ligase [Arabidopsis 
thaliana] 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53859 

zhf700951931.hl 

BLASTN 

g!155260 

52 

2.0e-20 

164 

83 

Arabidopsis thaliana eukaryotic release factor 1 homolog 
(eRFl) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53860 

zhf700952013.hl 

BLASTN 

gl8644 

203 

1.0e-110 

254 
95 

Soybean mRNA for HMG-1 like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53861 

zhf700952051.hl 

BLASTX 

g3212848 

215 

1.0e-17 

78 

58 

(AC004005) putative inositol polyphosphate-5-phosphatase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53862 

zhf700952075.hl 

BLASTN 

gl69127 

71 

7.0e-32 

118 

91 

Pisum sativum (clone pCLp) nuclear encoded precursor to 
chloroplast protein mRNA, complete cds 



Seq. No. 



53863 



8888 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zhf700952090.hl 

BLASTN 

g603218 

117 

3.0e-59 

216 

89 

Medicago sativa glucose-6-phosphate dehydrogenase mRNA, 
complete cds 

53864 

zhf700952143.hl 

BLASTX 

g3334162 

189 

1.0e-14 

79 
46 

DOWN SYNDROME CRITICAL REGION PROTEIN A 

>gi_2588993_dbj_BAA23270_ (AB001990) Dcra [Mus musculus] 





Seq. No. 


53865 




Seq. ID 


zhf700952193.hl 




Method 


BLASTN 




NCBI GI 


g572605 




BLAST score 


44 




E value 


9.0e-16 




Match length 


164 




% identity 


87 




NCBI Description 


B.napus ACCg8 gene 




Seq. No. 


53866 




Seq. ID 


zhf700952194.hl 




Method 


BLASTX 




NCBI GI 


g3914832 




BLAST score 


335 




E value 


7.0e-32 




Match length 


77 




% identity 


77 




NCBI Description 


DNA- DIRECTED RNA P< 



>gi_1742971_emb_CAA70583_ (Y09432) mitochondrial singel 
subunit DNA-directed RNA polymerase [Arabidopsis thaliana] 
>gi_2330566_emb_CAA70210_ (Y09006) mitochondrial 
single-subunit DNA-dependent RNA polymerase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53867 

zhf700952223.hl 

BLASTX 

g2244785 

293 

7.0e-27 

80 

68 

(Z97335) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



53868 



8889 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zhf 700952234. hi 

BLASTX 

gl532169 

358 

2.0e-34 

81 

81 

(U63815) similar to a E. coli hypothetical protein F402 
encoded by GenBank Accession Number S477 68 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53869 

zhf700952283.hl 

BLASTN 

g2828184 

71 

7.0e-32 

183 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSN 9, complete sequence [Arabidopsis thaliana] 



PI clone 



53870 

zhf700952302.hl 

BLASTX 

g3757521 

198 

1.0e-15 

59 
61 

(AC005167) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53871 

zhf700952323.hl 

BLASTX 

g3298547 

188 

2.0e-14 

56 
64 

(AC004681) putative condensin protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53872 

zhf700952482.hl 

BLASTX 

g4512685 

306 

2.0e-28 

79 
70 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



53873 

zhf700952492.hl 



8890 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3860247 

224 

6.0e-19 

41 

100 

(AC005824) unknown protein [Arabidopsis thaliana] 
53874 

zhf700952587.hl 

BLASTN 

g2511696 

79 

1.0e-36 

183 
86 

Phaseolus vulgaris Moldavian encoding asparagine-specif ic 
endopeptidase precursor (clone cp6b) 

53875 

zhf700952646.hl 

BLASTN 

gl8764 

251 

1.0e-139 

251 

100 

G.max tefSl gene for elongation factor EF-la 
53876 

zhf700952662.hl 

BLASTX 

g3914472 

250 

7.0e-22 

60 

80 

PHOTOS YSTEM II 10 KD POLYPEPTIDE PRECURSOR (PI I 10) 

>gi_322764_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22669_emb_CAA4 9693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



53877 

zhf700952682.hl 

BLASTX 

g2464855 

145 

2.0e-09 

33 

79 

(Z99707) myb-related protein [Arabidopsis thaliana] 
53878 

zhf 700952717. hi 

BLASTX 

g2947069 

289 



8891 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-26 

90 

58 

(AC002521) 



putative pectate lyase [Arabidopsis thaliana] 



53879 

zhf700952755.hl 

BLASTX 

g2316016 

221 

2.0e-18 

85 

48 

(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 
53880 

zhf700952770.hl 

BLASTX 

g2618689 

443 

2.0e-44 

88 

94 

(AC002510) unknown protein [Arabidopsis thaliana] 
53881 

zhf700952774.hl 

BLASTX 

g2829888 

247 

2.0e-21 

89 

55 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
53882 

zhf700952825.hl 

BLASTX 

g3096949 

343 

1.0e-32 

78 
82 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53883 

zhf700952834 
BLASTX 
g!66341 
231 

1.0e-19 

85 

51 

(M98267) 
allinase 



,hl 



alliinase [Allium cepa] >gi_1044969 (L48614) 
[Allium cepa] 



8892 
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NCBI Description 
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NCBI Description 
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OO 




NCBI Description 
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if 
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jjoo / 
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Method 


tiljiiO 11N 


H 


NCBI GI 


gl69090 




BLAST score 


90 


~ssr 


E value 


0 • ue — 40 




Match length 
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% identity 


by 




NCBI Description 


Fea giyceraiaenyae - o— pnospnare aenyarogenase ^ap^i j 






coinplete cds 




beq. jno . 


coopp 
Dj 0 0 O 




beq. ijj 


znr /uuyjjU /o.ni 




Method 


BLASTX 




NCBI GI 


g39134z5 




BLAST score 


428 




E value 


1.0e-42 




Match length 


i y 




^ luentiLy 






NCBI Description 


PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 






HELICASE >gi_2275203 (AC002337) RNA helicase isolog 






[Arabidopsis thaliana] 




Seq. No. 


53889 




Seq. ID 


zhf700953110.hl 



mRNA, 



8893 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3746067 

261 

4.0e-23 

83 

64 

(AC005311) 



hypothetical protein [Arabidopsis thaliana] 



53890 

zhf700953114.hl 

BLASTX 

g4467126 

284 

7.0e-26 

82 

73 

(AL035538) guanine nucleotide-exchange protein-like 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53891 

zhf700953145.hl 

BLASTX 

g4049353 

266 

1.0e-23 

82 

60 

(AL034567) putative protein [Arabidopsis thaliana] 
53892 

zhf700953175.hl 

BLASTX 

gl717870 

139 

8.0e-09 

79 

38 

PUTATIVE UBIQUITIN CARBOXYL-TERMINAL HYDROLASE C8A4.01C 
(UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING 
PROTEASE) (DEUBIQUITINATING ENZYME) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



53893 

zhf 700953204. hi 

BLASTX 

g4522008 

248 

2.0e-21 

76 

62 

(AC007069) hypothetical protein [Arabidopsis thaliana] 
53894 

zhf700953205.hl 

BLASTX 

g3249068 

152 

3.0e-10 



8894 



Match length 

% identity 

NCBI Description 



82 
44 

(AC004473) Contains similarity to zinc-binding protein 
(PWA33) gb_L04190 from Pleurodeles waltlii. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53895 

zhf700953242.hl 

BLASTX 

gl326161 

214 

2.0e-17 

64 

77 

(U54703) dehydrin [Phaseolus vulgaris] 
53896 

zhf 700953257. hi 

BLASTN 

gl853969 

54 

5.0e-22 

122 

86 

Vigna unguiculata mRNA for CPRD4 6 protein, complete cds 
53897 

zhf 700953304. hi 

BLASTX 

g585973 

335 

2.0e-33 

87 

80 

FRUCTOKINASE >gi_626018_pir S39997 fructokinase (EC 

2.7.1.4) - potato >gi_297015_emb__CAA78283_ (Z12823) 

fructokinase [Solanum tuberosum] >gi_1095321_prf 2108342A 

fructokinase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



53898 

zhf 700953315. hi 

BLASTX 

g3024387 

193 

5.0e-15 

73 

55 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) >gi_668998 
(U20431) polygalacturonase [Medicago sativa] 

53899 

zhf700953331.hl 

BLASTX 

g3875463 

270 

4.0e-24 
80 



8895 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



61 

(Z68341) predicted using Genefinder; Similarity to Human 
SNF2alpha protein (PIR Acc. No. S45251); cDNA EST 
EMBL:D26678 comes from this gene; cDNA EST EMBL:D26681 
comes from this gene; cDNA EST EMBL:D26680 comes from this 
gene; ... >gi_3879468_emb_CAA92978__ (Z68751) predicted 
using Genefinder; Similarity to Human SNF2alpha protein 
(PIR Acc. No. S45251) ; cDNA EST EMBL:D26678 comes from this 
gene; cDNA EST EMBL:D26681 comes from this gene; cDNA EST 
EMBL:D26680 comes from this gene; 

53900 

zhf700953337.hl 

BLASTX 

g3892709 

213 

2.0e-17 

48 
79 

(AL033545) putative protein [Arabidopsis thaliana] 
53901 

zhf700953352.hl 

BLASTX 

g2827141 

329 

1.0e-34 

82 
89 

(AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

53902 

zhf700953357.hl 

BLASTX 

gll73121 

178 

2.0e-13 

72 
46 

ATP-DEPENDENT RNA HELICASE ROK1 >gi_2131186_pir S5964 9 

ATP-dependent RNA helicase ROK1 - yeast (Saccharomyces 
cerevisiae) >gi_607182_emb_CAA84384__ (Z34901) ATP-dependent 
RNA helicase [Saccharomyces cerevisiae] 

>gi_971382_emb_CAA59758_ (X85757) putative ATP dependent 
RNA helicase [Saccharomyces cerevisiae] 
>gi_1322774_emb_CAA96883_ (Z72693) ORF YGL171w 
[Saccharomyces cerevisiae] 

53903 

zhf700953361.hl 

BLASTX 

g416889 

246 

2.0e-24 

75 

71 



8896 



NCBI Description DEOXYC YT I DYLATE DEAMINASE (DCMP DEAMINASE) 

>gi_539571_pir A47288 dCMP deaminase (EC 3.5.4.12) - human 

>gi 181537 (L12136) deoxycytidylate deaminase [Homo 
sapiens] >gi_4503277_ref_NP_001912 . l_pDCTD_ dCMP deaminase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53904 

zhf700953364.hl 

BLASTX 

g2129740 

265 

1.0e-23 

63 
79 

small nuclear ribonucleoprotein - Arabidopsis thaliana 

>gi_2129756_pir S71411 Ul snRNP 70K protein - Arabidopsis 

thaliana >gi_1255711 (M93439) small nuclear 
ribonucleoprotein [Arabidopsis thaliana] >gi_13544€9 
(U52909) Ul snRNP 70K protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53905 

zhf700953366.hl 

BLASTX 

g927428 

232 

1.0e-19 

86 
70 

(X86733) fisl [Linum usitatissimum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53906 

zhf700953416.hl 

BLASTX 

g4038055 

194 

6.0e-27 

82 

72 

(AC005897) putative cytochrome P450 [Arabidopsis thaliana] 
>gi_4557077_gb_AAD22516.1_AC007045_16 (AC007045) putative 
cytochrome p450 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53907 

zhf700953423.hl 

BLASTN 

g310575 

133 

7.0e-69 

248 

92 

Glycine max nodulin-26 mRNA, complete cds 



Seq. No. 53908 

Seq. ID zhf700953455.hl 

Method BLASTX 

NCBI GI g2494144 

BLAST score 137 

E value 1.0e-08 



8897 



(I 



Match length 62 
% identity 50 

NCBI Description (AC002329) predicted 
thaliana] 



leucine-rich protein [Arabidopsis 



Seq. No. 53909 

Seq. ID zhf700953457.hl 

Method BLASTX 

NCBI GI g3047082 

BLAST score 183 

E value 6.0e-14 

Match length 44 

% identity 64 

NCBI Description (AF058914) similar to Vigna radiata pectmacetylesterase 
precursor (GB:X99348) [Arabidopsis thaliana] 

53910 

zhf700953474.hl 
BLASTX 
g3287696 
198 

8.0e-32 
81 
69 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 

53911 

zhf700953481.hl 
BLASTX 
g3335349 
187 

2.0e-25 
80 
74 

(AC004512) Similar to gb__U46691 putative chromatin 
structure regulator (SUPT6H) from Homo sapiens. ESTs 
gb_T42908, gb_AA58 6170 and gb_AA395125 come from this gene. 
[Arabidopsis thaliana] 

Seq. No. 53912 

Seq. ID zhf700953494 .hi 

Method BLASTN 

NCBI GI g3449328 

BLAST score 32 

E value 1.0e-08 

Match length 32 

% identity 100 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCI2, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 53913 

Seq. ID zhf700953506.hl 

Method BLASTX 

NCBI GI g3122572 



8898 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284 

8.0e-26 

67 

79 

NADH-UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX I 

SUBUNIT) >gi_1084434_pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) 7 6K chain precursor - potato 
>giJ758340__emb_CAA59818_ (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



53914 

zhf700953513.hl 

BLASTX 

g3860321 

162 

2.0e-14 

53 
77 

(AJ012687) beta-galactosidase [Cicer arietinum] 
53915 

zhf700953521.hl 

BLASTN 

g2502086 

69 

1.0e-30 

117 

90 

Vigna radiata adenosine triphosphatase mRNA, complete cds 
53916 

zhf700953529.hl 

BLASTX 

g4006829 

291 

1.0e-26 

63 

84 

(AC005970) putative protein kinase [Arabidopsis thaliana] 
53917 

zhf700953536.hl 

BLASTN 

g303900 

87 

2.0e-41 

91 

32 

Soybean gene for ubiquitin, 
53918 

zhf700953551.hl 
BLASTX 
g4206210 
142 

3.0e-09 



complete cds 



8899 



Match length 

% identity 

NCBI Description 



60 
50 

(AF071527) putative calcium channel [Arabidopsis thaliana] 
>gi_4263043_gb_AAD15312_ (AC005142) putative calcium 
channel [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53919 

zhf700953563.hl 

BLASTX 

g3935138 

171 

1.0e-12 

77 

55 

(AC005106) T25N20.2 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53920 

zhf700953566.hl 

BLASTX 

g4210330 

283 

1.0e-25 

78 
69 

(AJ223802) 2-oxoglutarate dehydrogenase, 
[Arabidopsis thaliana] 



El subunit 



Seq. No. 


53921 




Seq. ID 


zhf700953583.hl 




Method 


BLASTN 




NCBI GI 


g218325 




BLAST score 


65 




E value 


2.0e-28 




Match length 


93 




% identity 


92 




NCBI Description 


Vigna radiata mRNA for 


invertase, 


Seq. No. 


53922 




Seq. ID 


zhf700953610.hl 




Method 


BLASTX 




NCBI GI 


g2160161 




BLAST score 


174 




E value 


7.0e-13 




Match length 


86 




% identity 


8 




NCBI Description 


(AC000132) F21M12.7 gene product 


Seq. No. 


53923 




Seq. ID 


zhf700953611.hl 




Method 


BLASTX 




NCBI GI 


g3158476 




BLAST score 


282 




E value 


2.0e-25 




Match length 


67 




% identity 


82 




NCBI Description 


(AF067185) aquaporin 2 


[Samanea 



8900 



Seq* No. 




oeq. id 


Z.I1J. / UU JDl f • 11-1- 


Method 


biiAbi A 


NCBI GI 


g3786009 


BLAST score 


186 


E value 




Match length 




% identity 


Q Pi 

y u 


wcdI uescription 


^ riV^ U U D t 2? -7 y UllliS-ilU Wll UIU tciil cUw'XvJ.vj^-'O-LO uiiaj-iuiia j 


Seq. No. 


ooyzo 


beq. id 




Metnoa 


dt Zi amy 


NCBI GI 


gzz oz iui 


BLAST score 


180 


E value 


1.0e-13 


Match length 


oo 


% identity 




NCBI Description 


tAv_/UUZo4jj Kinesm neavy cnain louiuy L jrt - LciJk - , - 1 - u<J P ::j - 1 - ;: * 




thaliana] 


Seq. No. 


boyzb 


beq. id 


zni / uujjjd^ j.iii 


Method 


"DT 7V C TV 

oLiAb 1 A 


NCBI GI 


gi4 yioio 


BLAST score 


186 


E value 


3.0e-14 


Match length 


c; *7 
3 / 


% identity 


/" c 

ob 


NCBI Description 


(Xyyyzo) male sterility z-UKe protein [Araoiaopsis 




thaliana] 


Seq. No. 


00927 


beq. ID 


znt / uuyoj/oft.ni 


Metnoa 


IDij/\0 1 A 


NCBI GI 


g3618316 


BLAST score 


325 


E value 


l . ue ju 


Matcn lengtn 


I 1 


-s identity 


EL 1 


NCBI Description 


tADUUiooDj zinc xmger protein [uryza sacivaj 


Seq. No. 


c i o o 

53928 


beq. ID 


znr /uuyoj /o4 . ni 


Method 


hsLAb IX 


NCBI GI 


g3 / yUboo 


BLAST score 


152 


E value 


3.0e-10 


Match length 


I 1 


% identity 


OO 


NCBI Description 


(AFUyoyyy} contains similarity to AdL transporters 






Seq. No. 


53929 


Seq. ID 


zhf700953854.hl 


Method 


BLASTX 


NCBI GI 


g4335751 



(Pfam 



8901 




BLAST score 


194 


E value 


3.0e-15 


Ma +" fh 1 on rr+" Vi 


o X 




A 6 


IW^Xj X UcoLX X ky L1UU 


liiuuuo^o q ) puLaLive itie tnyitrans rerase [AraDiaopsis 




f ha 1 -i anal 
Llla.XXa.ild. j 


O fci L£ • XM *J • 




Seq. ID 


zhf70095388? hi 






NCBI GI 


g441456 


BLAST score 


47 


E value 


2.0e-17 


Match length 


107 


& n Hpn1~ 1 t"u 


o u 


KfpDT nocnririfirin 
iN^DX UcbL/IipLlOli 


L . esculent urn. mRNA for ubiquitin conjugating enzyme E2 




-^gi z -£.yuiti i eirLu Ajyyoo.x Aoyyoo bequence / rrom Patent 




WVJi?f± Z X / j*± 


O o Li • IN (J • 




Sea ID 


7hf 7DnQR^QD7 hi 


Method 


BLASTX 


NCBI GI 


g4559388 


BLAST score 


208 


Hi v CX-L LLC? 


O • Uc X / 


lyicLLCLi j_encj Lii 


d y 


% identity 


3 1 


LN^DX UcSCiiptlOIl 


iAUuuoozDj nypornerical protein [AraJDiaopsis tnalianaj 






Spa TD 


7h f 7finQ c i ^Q97 hi 

/£.11X / \J kj y o o _? / .IIX 


Method 


RT.ASTX 


NCBI GI 


g4262161 


BLAST score 


244 


J— i V O.X Lit; 


A f|o— 91 

*± . ue z x 


iMa.L.L-11 XGllLj Lll 


O 0 


15 X<J.cll LI Ly 


^7 


NPRT npqrri nti on 


vri^uu i o ) oxx\x xxjs.c oyiiL.axxii [fix aJjiQups is cnanariaj 


Oct|. IN O • 




Spa TD 




Mpthnd 




NCBI GI 


gl353239 


BLAST score 


167 


E value 


^ ♦ ue — 


i v ia.t.on. xengen 


Q 9 


luentiLy 




Kir^R T riaor>ri nf-i An 
lNL^LjX JJciDt_.xXpL.XOii 


tuiuz4o; putative kna neiicase A [AraDiaopsis tnaliana. 






Sea ID 


7hf700QS41^4 H1 


Method 


BLASTX 


NCBI GI 


g3687237 


BLAST score 


188 


E value 


2.0e-14 


Match length 


76 


% identity 


50 



8902 



NCBI Description 



(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 



Seq. No. 


53935 


Seq. ID 


zhf700954223.hl 




JDJ-xriQ 1 /V 






t5ixrt.oi score 


9 Q P. 
Zoo 


E value 


j * ue Z 0 


ixicixcn j_eriy un 


DO 


? iuenT.m.y 


O O 


UcoLIipLlUII 


\nliU^i.01XJ pULdLlVc piULclIl [ri£ clJJlCJlUpib lb LIla.llci.LlcA J 


Seq. No. 


53936 


Seq. ID 


zhf700954226.hl 


Method 


BLASTN 






dJjHoi score 


Z 4 O , 


E value 


1 . ue— 1 oo 






% identity 


1UU 


iNv^r>± uescnpLion 


cytosolic glutamine synthetase [Glycine inax= soybeans, var 
rrize^ uixuN/i, iy ju ntj 


Seq. No. 


53937 


Seq. ID 


zhf700954242.hl 


Method 


BLASTX 




gzoz / o lb 


dLi/voi score 


Oil 

Zll 


E value 


o . Ue-1 / 


Match length 


4o 


% identity 


/ / 


inudI Description 


(ALUziboo) dna topoisomerase like- protein LAraoiaopsis 

Lnallalla J 


Seq. No. 


53938 


Seq. ID 


zhf 700954257. hi 


rueunoa 






g4 4 u bo ui 


rsiofioi score 


1 

1J / 


E value 


i . ue — Uo 


Match length 


4 O 


% identity 


oo 




li-\uuuDou4j unKnown protein [/iraoiuopsis mananaj 


Seq. No. 


53939 


Seq. ID 


zhf700954331.hl 


Method 


BLASTX 


NCBI GI 


a2702279 


BLAST score 


195 


E value 


1.0e-15 


Match length 


43 


% identity 


79 


NCBI Description 


(AC003033) putative phosphate transporter [Arabidopsis 
thaliana] >gi_2780345_dbj_BAA24280_ (AB000093) inorganic 
phosphate transporter [Arabidopsis thaliana] >gi_2914 691 
(AC003974) putative phosphate transporter [Arabidopsis 



8903 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53940 

zhf700954350.hl 

BLASTX 

g3183088 

280 

3.0e-25 

88 

57 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113__ (X79604) lipid transfer 
like protein [Vigna unguiculata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53941 

zhf700954361.hl 

BLASTX 

g2760844 

278 

3.0e-25 

89 

67 

(AC003105) hypothetical protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53942 

zhf700954363.hl 

BLASTX 

g4218120 

267 

1.0e-23 

65 

71 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 53943 

Seq. ID zhf700954383.hl 

Method BLASTX 

NCBI GI g2289003 

BLAST score 227 

E value 3.0e-19 

Match length 55 

% identity 76 

NCBI Description (AC002335) membrane transporter Dl isolog [Arabidopsis 
thaliana] 

Seq. No. 53944 

Seq. ID zhf700954401.hl 

Method BLASTX 

NCBI GI g2460203 

BLAST score 154 

E value 1.0e-10 

Match length 81 

% identity 57 

NCBI Description (AF021244) coronatine-induced protein 1 [Arabidopsis 
thaliana] 



8904 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53945 

zhf700954417.hl 

BLASTX 

g3892059 

163 

1.0e-ll 

79 
48 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53946 

zhf700954426.hl 

BLASTX 

g4455171 

249 

1.0e-21 

75 
59 

(AL035521) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53947 

zhf700954440.hl 

BLASTX 

gll68654 

270 

3.0e-24 

69 

68 

BETA-GALACTOSIDASE PRECURSOR (LACTASE) 

>gi_542198_pir S41889 beta-galactosidase (EC 3.2.1.23) 

garden asparagus >gi_452712_emb_CAA54525_ (X77319) 
beta-galactosidase [Asparagus officinalis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53948 

zhf700954457.hl 

BLASTX 

g3746060 

366 

2.0e-35 

81 
79 

(AC005311) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53949 

zhf700954471.hl 

BLASTX 

g4115538 

248 

1.0e-21 

81 
64 

(AB012116) UDP-glycose: flavonoid glycosyltransf erase [Vigna 
mungo] 



Seq. No. 



53950 



8905 



Seq. ID 


t*ll±. / VJu ^ J*i 4 O J • 111 


Mpt hnri 


RT.A^TX 


NCBI GI 


g2323344 


BLAST score 


370 


Hi VdlUc 


O - Uc J D 


rid l on xeriyun 


7 Q 




0 ft 


NCRT Hp^prinfinn 




Core KI/^i 




OC^ • XL/ 


7h ^7009^4 S'HR hi 

Z,i.l.L / UU^/Jl J JJ i 111 


Mpt hod 




NCBI GI 


g4218186 


BLAST score 


130 


E value 


6.0e-67 


Match length 


134 


% identity 


99 


NCBI Description 


Glycine max mRNA 



1 [Arabidopsis^thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53952 

zhf700954647.hl 

BLASTN 

g296444 

248 

1.0e-137 

248 

100 

G.max ADR 6 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53953 

zhf 700954714. hi 

BLASTN 

g2598586 

58 

4.0e-24 

118 
87 

Medicago truncatula mRNA for cycloartenol synthase, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53954 

zhf700954822, 
BLASTN 
g408793 
117 

3.0e-59 

155 

96 

Glycine soja 
(Fad3) mRNA, 



hi 



chloroplast 3- 
complete cds 



■omega faty acid desaturase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



53955 

zhf700954840.hl 

BLASTN 

g576506 

80 

3.0e-37 
251 



8906 



% identity 

NCBI Description 



83 

Pisum sativum outer membrane protein (IAP75) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



53956 

zhf700954988.hl 

BLASTN 

g31840"53 

43 

3.0e-15 

51 
96 

Pisum sativum mRNA for MADS-box transcription factor 



53957 

zhf700955043.hl 

BLASTN 

gl256203 

34 

9.0e-10 

198 

83 

Spinach phosphoserine aminotransferase mRNA, 



complete cds 



53958 

zhf700955091.hl 

BLASTN 

g508303 

52 

2.0e-20 

164 

83 

Alfalfa bimodular protein 



(corC) mRNA, complete cds 



53959 

zhf700955152.hl 

BLASTN 

g861154 

38 

4.0e-12 

134 

82 

V.faba VFCWINV1 mRNA for cell wall invertase I 
53960 

zhf700955195.hl 

BLASTN 

g3420042 

42 

1.0e-14 

150 

82 

Arabidopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

53961 

zhf 700955317. hi 



8907 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g4322939 

49 

1.0e-18 

93 

88 

Nicotiana tabacum DNA-binding protein 2 
complete cds 



(WRKY2) mRNA, 



53962 

zhf700955425.hl 

BLASTN 

g3868723 

40 

2.0e-13 

68 
90 

Arabidopsis thaliana chromosome V map 60.5 cM, complete 
sequence [Arabidopsis thaliana] 



53963 

zhf700955460.hl 

BLASTN 

g3869074 

32 

1.0e-08 

235 
79 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MMI9, complete sequence [Arabidopsis thaliana] 



PI clone: 



53964 

zhf700955475.hl 

BLASTN 

g2317899 

258 

1.0e-143 

262 
100 

Glycine max Sali3-2 mRNA, 



complete cds 



53965 

zhf700955539.hl 

BLASTN 

g256142 

250 

1.0e-138 

254 

100 

cytosolic glutamine synthetase [Glycine max=soybeans, var 
Prize, mRNA f 1450 nt] 

53966 

zhf700955542.hl 

BLASTN 

g4115338 

102 



8908 
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iNUDi uescripnon 


Arabidopsis thaliana chromosome II 




sequence f complete sequence 


beq. no. 
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NCBI GI 


g471289 


BLAST score 
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E value 


-5 no-nti 
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Nutsi uescription 


P. sativum nbosomal protein S13 mRI 


Seq. No. 
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Mp1~hoH 


OlxriO 1 IN 


NCBI GI 
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BLAST score 
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E value 
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Match length 
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% identity 
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complete CDS 



NCBI Description 



Oenothera elata subsp. 
inhibitor homologue 



hookeri ruRNA for protein kinase C 



8909 
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u » pa.rau.1 si \i v iacr j iinui gene 


o6q. lNO * 


0 0 y / 4 


Otr . in 


Z.11X / UU^Jul J J • ill 




IDijiiO 1 IN 


IN^D J. ul 




BLAST score 


126 


E value 


1.0e-64 


i v ia u cn lengt n 


1 Qfl 


% identity 




NCBI Description 


Manihot esculenta elongation factor 1- alpha (MeEFl) gene f 




coiupieiie cas 


oeq. no • 


DO / 0 


q prr TP) 


■7h-F7nf)QR694 9 b1 

ii.il.L / UU -7J Ui,1 _. . 11 ± 




J_Jl_I_T.k_> ± IN 




a2905771 


BLAST score 


136 


E value 


1.0e-70 




lf± 0 


% identity 




wursi uescnption 


Glycine max glyceraldehyde- 3 phosphate dehydrogenase 




\\ji\i:Un) XUlslNrif pal .idl L*Q.o 


beq. no. 


C O Q'7 c 




Z.111. / Uu. JujJD .11X 


Mot* Vi oH 




NCBI GI 


gl70205 


BLAST score 


56 


TP TT T 1 tl n 

Iii Va±Uc 


d • ue z o 


Match length 


lou 


% identity 




jnudi uescripiion 


N . pluinbagini folia HH — translocating ATPase itiRNA 


Seq. No. 


53977 


Seq. ID 


zhf700956361.hl 


Method 


BLASTN 


NCBI GI 


g4467131 


BLAST score 


44 



8910 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-16 

148 

82 

Arabidopsis thaliana DNA chromosome 4, BAG clone F20M13 
(ESSA project) 

53978 

zhf700956403.hl 

BLASTN 

g22073 

39 

9.0e-13 

57 

92 

Mung bean 25S rRNA - 18S rDNA spacer region 
53979 

zhf700956478.hl 

BLASTN 

gl217641 

42 

1.0e-14 

110 
85 

L. esculent urn mRNA for lOkDa polypeptide precursor of 
photosystem II 

53980 

zhf700956565.hl 

BLASTN 

gl8662 

39 

8.0e-13 

55 

93 

Glycine max hsp 70 gene 
53981 

zhf700956625.hl 

BLASTN 

g3873174 

42 

2.0e-14 

110 

85 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

53982 

zhf700956672.hl 

BLASTX 

g2281090 

289 

1.0e-26 

77 

75 

(AC002333) hypothetical protein [Arabidopsis thaliana] 



8911 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53983 

zhf700956677.hl 

BLASTX 

g3176660 

334 

1.0e-31 

83 

72 

(AC004393) Similar to ERECTA receptor protein kinase 
gb_U47029 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53984 

zhf700956709.hl 

BLASTX 

g2673918 

185 

4.0e-14 

63 
60 

(AC002561) unknwon protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53985 

zhf700956765.hl 

BLASTX 

g3738301 

233 

8.0e-20 

62 

31 

(AC005309) putative zinc-finger protein [Arabidopsis 
thaliana] >gi_4249397 (AC006072) putative zinc-finger 
protein (B-box zinc finger domain) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53986 

zhf700956810.hl 

BLASTX 

gl351202 

227 

3.0e-19 

54 

72 

TUBULIN BETA CHAIN >gi_312989_erob_CAA42777_ 
beta-tubulin [Glycine max] 



(X60216) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53987 

zhf700956994.hl 

BLASTN 

g343344 

84 

7.0e-40 

140 

91 

Soybean chloroplast 16S rRNA 
Ile-tRNA, and Ala-tRNA genes 



(3" end), 18S rRNA (5' end), 



Seq. No. 



53988 



8912 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zhf700957069.hl 

BLASTX 

g886100 

262 

3.0e-23 

55 

85 

(U27347) putative water channel protein; plasmalemma 
intrinsic protein; similar to Arabidopsis Pip2a gene 
product, PIR Accession Number S44084 [Glycine max] 



Dtsq • IN (J . 






7 hf 7009^7084 hi 


Method 


BLASTX 


NCBI GI 


g3329368 


oLiAoi score 


TOO 


E value 


l . ue-2o 


Tiff— -L. _1_ ~\ 

Matcn lengtn 


o c 
oo 


^ iaentii,y 




NCBI Description 


(AcUoiz44) noau±in-±iKe protein 


beq. no. 




oeq. ±u 


znr /uuyo /uoo.ni 


1 It; U11UU. 


•rt nQTM 


NCBI GI 


gl!73641 


BLAST score 


67 


E value 


8.0e-30 


Match length 


111 


% identity 


90 


NCBI Description 


Glycine max lipoxygenase (lox7) 


Seq. No. 


53991 


Seq. ID 


zhf700957087.hl 


Method 


BLASTX 


NCBI GI 


g3913008 


BLAST score 


114 


E value 


1.0e-08 


Match length 


64 


% identity 


64 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, 



>gi_3021338_emb_CAA06308_ (AJ005041) cytosolic 

f ructose-1, 6-bisphosphate aldolase [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53992 

zhf700957202.hl 

BLASTX 

g2244956 

163 

2.0e-16 

75 

50 

(Z97340) strong similarity to pectinesterase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



53993 

zhf700957207.hl 
BLASTX 



8913 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3582328 
111 

6.0e-12 

75 

49 

(AC005496) hypothetical protein [Arabidopsis thaliana] 
53994 

zhf700957208.hl 

BLASTX 

g4567279 

162 

2.0e-17 

60 
80 

(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

53995 

zhf700957246.hl 

BLASTN 

g886099 

61 

7.0e-26 

72 

97 

Glycine max putative water channel protein (Pipl) mRNA, 
complete cds 



53996 

zhf700957319.hl 

BLASTX 

g2160756 

389 

4.0e-38 

85 

79 

(U96879) CLV1 receptor kinase 



[Arabidopsis thaliana] 



53997 

zhf 700957332. hi 

BLASTX 

gl62629 

209 

5.0e-17 

70 
64 

(M17029) adrenodoxin oxidoreductase precursor {EC 1.18.1.2) 
[Bos taurus] 

53998 

zhf700957382.hl 

BLASTX 

g3327394 

246 

2.0e-21 

83 



8914 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 

(AC004483) putative RNA helicase [Arabidopsis thaliana] 
53999 

zhf700957392.hl 

BLASTN 

g3860320 

127 

3.0e-65 

243 

88 

Cicer arietinum mRNA for beta-galactosidase, clone 
CanBGal-5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54000 

zhf700957402.hl 

BLASTX 

g2108252 

171 

4.0e-18 

55 
34 

(Y10228) P-glycoprotein-2 [Arabidopsis thaliana] 
>gi_2108254_emb_CAA71276_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4538925_emb_CAB39661 . 1__ 
(AL04 9483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 

54001 

zhf700957441.hl 

BLASTN 

g3327274 

34 

9.0e-10 

74 

86 

Ipoinoea nil PKn3 (knot ted- like gene) mRNA, complete cds 
54002 

zhf700957492.hl 

BLASTX 

g2384669 

222 

1.0e-18 

72 
57 

(AF012656) putative potassium transporter AtKTlp 
[Arabidopsis thaliana] 

54003 

zhf700957594.hl 

BLASTN 

g3341442 

229 

1.0e-126 

229 

100 

Glycine max mRNA for root nodule acid phosphatase 



8915 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54004 

zhf700957611.hl 

BLASTX 

g3201541 

356 

3.0e-34 

76 

87 

(AJ005077) TCTR2 protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54005 

zhf700957617.hl 

BLASTN 

g296444 

179 

2.0e-96 

183 

99 

G.max ADR6 mRNA 



Seq. No. 54006 

Seq. ID zhf700957658.hl 

Method BLASTN 

NCBI GI g!841474 

BLAST score 90 

E value 3.0e-43 

Match length 14 6 

% identity 90 

NCBI Description P. sativum mRNA for Myb-like protein (Myb26) 

Seq. No. 54007 

Seq. ID zhf700957675.hl 

Method BLASTX 

NCBI GI g2239262 

BLAST score 229 

E value 2.0e-19 

Match length 76 

% identity 59 

NCBI Description (Y13285) pectin methylesterase-like protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54008 

zhf700957701.hl 

BLASTX 

g4416302 

212 

3.0e-17 

68 
62 

(AF105716) copia-type pol polyprotein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



54009 

zhf7'00957709.hl 

BLASTX 

g2078350 

263 

2.0e-23 



8916 



Match length 

% identity 

NCBI Description 



73 
71 

(U95923) transaldolase [Solanum tuberosum] 



Seq. No. 54010 

Seq. ID zhf700957723.hl 

Method BLASTX 

NCBI GI g4580395 

BLAST score 199 

E value 8.0e-16 

Match length 82 

% identity 4 6 

NCBI Description (AC007171) putative kinesin-related protein [Arabidopsis 
thaliana] 

Seq. No. 54011 

Seq. ID zhf700957745.hl 

Method BLASTN 

NCBI GI g457569 

BLAST score 90 

E value 3.0e-43 

Match length 136 

% identity 94 

NCBI Description Soybean mRNA for endo-xyloglucan trans f erase , partial cds 

Seq. No. 54012 

Seq. ID zhf 700957847. hi 

Method BLASTX 

NCBI GI g3757523 

BLAST score 293 

E value 8.0e-27 

Match length 85 

% identity 69 

NCBI Description (AC005167) putative transportin [Arabidopsis thaliana] 

Seq. No. 54013 

Seq. ID zhf 700957918. hi 

Method BLASTX 

NCBI GI g3492803 

BLAST score 142 

E value 4.0e-09 - - - 

Match length 54 

% identity 50 

NCBI Description (AJ002479) ENBP1 [Medicago truncatula] 

Seq. No. 54014 

Seq. ID zhf 700958025. hi 

Method BLASTX 

NCBI GI gl772985 

BLAST score 240 

E value 1.0e-20 

Match length 64 

% identity 69 

NCBI Description (Z83835) zeaxanthin epoxidase [Lycopersicon esculentum] 

Seq. No. 54015 

Seq. ID zhf 700958040. hi 



8917 



Method 


BLASTX 


NCBI GI 


g4539351 


BLAST score 


264 


F, valnp 
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Q o a- Ma 

oeq . lnu . 


J^iUlO 


Qprr TO 


<£>1LX / UVJ JJOUIO • iiX 


Mpthod 


BLASTX 

J-J.l_uT.kJ — . -i\ 


NCBI GI 


g2104534 


BLAST score 


335 


TP VP Inp 




TVTa "h /~*h 1 on rf\~ h 


O X 


^ J-UcIlLlLy 




NPRT np^rri ni"i on 
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o c CJ • IN O . 


04 U X / 


OC^t XL/ 


7 hf 7nOQ c lP 1 1 1 hi 

Z.11X / UU^JOllJ.ill 


Mot hod 


BLASTX 


NCBI GI 


g3064245 


BLAST score 


203 


TP X7Z$ 1 no 


J • Uc X o 


Manoh 1 on <rt~ h 


71 

/ X 


9~ A Hon+- i 

t> lQcIlLlLy 


^A 
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( ATPO "3 Q 0 9 "3 ^ Pan-I^TP hi nHi nrr nrnt-oin • RanRPfi f Hnmn <3,a-m t on d 
\nrujjwt.j| LACtiL ui r ux Liv-ixiLy jljx u L-cXLLf rvctiiij ir u liujiliu oapxcui 


oeg. INO . 


04U±o 


^orr TV) 


■7h-F7finQ c lfi 1 4 £ hi 


LLC LliULl 


CJUiT-O -L _\ 


NCBI GI 


g2570047 


BLAST score 


161 


TP T73 1 no 
Cj v a. X Lit; 


9 Do— 1 1 

__ . Uc XX 


L Let L. \_LL lcliy Lil 


£7 


% laeiiLity 




LMVurL^x ucuui ir — l wi i 


\ iy ji / riijiu^o Jvi.iiaoc iij\c piuLcxn |_ 1 i u. 0 lull 0 out x llo j 


Q rr Ma 

oeq . iNO . 


04 U JL y 


OdL| . XL/ 


T-hf^finQRR 1 ^7 hi 

Z.ILX / Uu JJOU / • XIX 


Mof h /^i/H 

LLC L.LLvJv_l 


DiinO 1A 


NCBI GI 


g2245115 


BLAST score 


146 


TP 1 n o 

Hi V a. X LLC 


1 Oo-flQ 




O T 


^ xu.ciiuxL.y 


A Q 


NPRT Fi^qpti ■pit - t r^n 


/ J4JJ LILLiLcLlLltJU pi vJ L tJXIL LJIUULIUL L" 1 - d-UlUUpolo L-llClXXa.ILct J 


Q a- Ma 

oeq. JNO . 


04 uzu 




■7h-F7nHQ t ^R1 Q1 hi 


Mot" h on* 


JDXLTlO -L 


NCBI GI 


G3582328 


BLAST score 


191 


E value 


7.0e-15 


Match length 


84 


% identity 


45 


NCBI Description 


(AC005496) hypothetical protein [Arabidopsis thaliana] 



8918 







Spa ID 


zhf700958228 hi 


Method 


BLASTX 


NCBI GI 


g2961283 


RT.Zi cpnrp 

JDJ_Lrt.O ± OUUIC 






7 n^-i q 


TwT --\ 4— "\r\ 1 Qn/tl" T"i 

riatcn lengcn 


JJ 


Sr n Hon i~ i f v 
o xucii iiLy 




utiscr xpt ion 




OC^. ViKJ m 




Spa ID 


7hf 7009 c i8?7^ hi 


Method 


BLASTX 


NCBI GI 


g4263717 


BLAST score 


356 


E value 


3.0e-34 


Match length 


83 


% identity 


77 


NCBI Description 


(AC006223) putat 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



5-phosphatase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54023 

zhf700958302.hl 

BLASTN 

g457572 

91 

9.0e-44 

215 

94 

V.angularis mRNA for endo-xyloglucan transferase, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



54024 

zhf700958305.hl 

BLASTX 

g2462826 

205 

1.0e-16 

74 

59 

(AF000657) unknown protein [Arabidopsis thaliana] 



54025 

zhf700958372.hl 

BLASTN 

g4103958 

160 

5.0e-85 

204 

95 

Phaseolus vulgaris calmodulin 
complete cds 



(CaM) mRNA, PvCaM-2 allele, 



54026 

zhf700958415.hl 
BLASTX 



8919 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4056496 
244 

5.0e-21 

76 
62 

(AC0058 96) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54027 

zhf700958444.hl 

BLASTX 

g2459408 

154 

1.0e-10 

35 
86 

(AC002332) unknown protein [Arabidopsis thaliana] 
>gi_2924769 (AC002334) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54028 

zhf700958548.hl 

BLASTX 

g4567286 

118 

5.0e-12 

65 

65 

(AC006841) putative coatomer alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54029 

zhf700958549.hl 

BLASTN 

g2924257 

72 

2.0e-32 

120 

90 

Tobacco chloroplast genome DNA 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54030 

zhf700958586.hl 

BLASTN 

g2827299 

86 

7.0e-41 

158 
89 

Medicago sativa MADS-box protein NMH 7 
complete cds 



(nmh 7) gene, 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



54031 

zhf700958591.hl 

BLASTX 

g3402697 

145 

1.0e-09 



8920 






TvjT 4- /~< Vi 1 an/i 1 V\ 

iyiciT_.cn ieng in 


10 




^ iaeriLiL.y 






NCBI Description 


tALUU^ZOlJ putative pnOSpnaLluylluObltQl ^ pilOopilci Uti 






R-Vinaco f 7\ >~ -a V>i -J H qtq "hha 1 i ana 1 
-J Js.J_J.lclo ti [nl aJJlUUpoio Uiid-L xclllct J 




beq. jno. 


R A n^o 






7 hf 7nnQRfi£9'3 hi 
__,ni / u u yz) o x)jC o • in 




Mo "I - h i"i H 


RT.A9TY 




NCBI GI 


g3779028 




BLAST score 


184 




17" TT2 1 no 
Hi YdlUc 






Match length 


P R 




% identity 


O / 






f&pnnRI 71 } Tii l-hat"! no roront" r^r* Vi qp rflTphi H nn ^ i c< hhs liana! 
^n^UUJl /l) pu.LaL.lVc i cUcpLUX js.xij.c-oc: [nLauxuupoxiD L-i-icixxciiicL j 




beq. NO. 


D4 U JO 




beq > iu 


zni /UU.70OOO / . ni 






DJ-xciD X A 






rr^l A09Q0 
g_?lf___,Z 




dJjAoi score 


1 

1 y 0 




E value 


2.0e-15 




Match length 


46 




-6 iQemziuy 




12 


NCBI Description 


vAOUU-i4ii; contains simiiariry to tetratxicopeptiQe repeat: 


:4k;; 




protein go u^do/i rrom noitie sapiens, bbi go Zt^/ouz ana 






go Zi^o^u^. come rrom tnis gene. LrirajoiQupsis tnaiiciiicij 


■ , 


Seq. No. 


C yt A*) /I 




beg. iu 


Zni / UUiyOoDOO »ni 




i v ie L.noci 


l_5ijrio ± IN 




NCBI GI 


g2315210 




BLAST score 


75 




E value 


j . ue— J4 




Match length 


1 1 Q 

xi y 




% identity 


y± 


Q 


lnodi uescripuion 


Lycopersicon escuienuuui mKLNri ror proueaoonie/ aipnci suijunit 




beq. No. 






beq. iu 


zni / uuyoo /4iu.ni 






PT 7i QTM 

DijuB.b 1 LN 




NCBI GI 


g516853 




BLAST score 


133 




E value 


/ • ue oi? 




Match length 


1 OA 

loU 




% identity 






JNUBi uescnption 


Soybean SUBI-2 gene for ubiquitin, complete cds 




Seq. No. 


o4U Jo 




beq. iu 


zni /uuyoo / /o . ni 




\/tt~i 4- Vi 
LYltil-IlOU. 


OXJ-H.O 1 A 




MfllT PT 
INOol ul 


gi / uoiyi 






126 




E value 


4.0e-10 




Match length 


67 




% identity 


54 




NCBI Description 


HEXOSE CARRIER PROTEIN HEX 6 >gi_4 67319 (L08188) hexose 






carrier protein [Ricinus communis] 



8921 



Seq. No. 54037 

Seq. ID zhf700958788.hl 

Method BLASTN 

NCBI GI g2149954 

BLAST score 95 

E value 3.0e-46 

Match length 202 

% identity 87 

NCBI Description Phaseolus vulgaris putative aquaporin-1 (Mip-1) mRNA, 
complete cds 

Seq. No. 54038 

Seq. ID zhf700958810.hl 

Method BLASTX 

NCBI GI g3935148 

BLAST score 366 

E value 2.0e-35 

Match length 82 

% identity 79 

NCBI Description (AC005106) T25N20.12 [Arabidopsis thaliana] 

Seq. No. 54039 

Seq. ID zhf700958835.hl 

Method BLASTX 

NCBI GI g3402718 

BLAST score 179 

E value 2.0e-13 

Match length 82 

% identity 44 

NCBI Description (AC004261) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 54040 

Seq. ID zhf700958860.hl 

Method BLASTX 

NCBI GI g4539383 

BLAST score 291 

E value 1.0e-26 

Match length 79 

% identity 73 

NCBI Description (AL035526) putative protein (fragment) [Arabidopsis 
thaliana] 

Seq. No. 54041 

Seq. ID zhf700958867.hl 

Method BLASTX 

NCBI GI g2129550 

BLAST score 308 

E value 1.0e-28 

Match length 81 

% identity 41 

NCBI Description calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 



Arabidopsis thaliana >gi_2129554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 



8922 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4454034_emb_CAA23031. 1_ (AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 

54042 

zhf700958871.hl 

BLASTX 

g2565006 

279 

3.0e-25 

79 

73 

(AC002983) putative sulfate transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54043 

zhf700958950.hl 

BLASTX 

g2341032 

247 

2.0e-21 

51 

86 

{AC000104} EST gb_ATTS0956 comes from this gene. 
[Arabidopsis thaliana] 

54044 

zhf700958957.hl 

BLASTX 

g3860247 

223 

1.0e-18 

79 

63 

(AC005824) unknown protein [Arabidopsis thaliana] 
54045 

zhf700959012.hl 

BLASTX 

g2088651 

193 

4.0e-15 

69 

59 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54046 

zhf700959016.hl 

BLASTN 

gl419035 

185 

1.0e-100 

265 
92 

M.sativa mRNA for delta-l-pyrroline-5-carboxylate synthase, 
P5CS-1 



8923 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54047 

zhf700959022.hl 

BLASTX 

gl781299 

216 

8.0e-18 

69 
82 

(Y09506) transformer-SR ribonucleoprotein [Nicotiana 
tabacum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54048 

zhf 700959024. hi 

BLASTN 

g343348 

233 

1.0e-128 

258 
97 

Glycine max mitochondrial 
initiation motif 



DNA sequence, transcription 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54049 

zhf700959033.hl 

BLASTX 

gl685003 

276 

8.0e-25 

81 

62 

(U32643) immediate-early salicylate-induced 
glucosyltransferase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54050 

zhf700959086.hl 

BLASTX 

g4220479 

198 

3.0e-20 

54 

76 

(AC006069) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54051 

zhf700959130.hl 

BLASTX 

g3779218 

337 

5.0e-32 

80 

85 

(AF030879) protein kinase CPK1 



[Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



54052 

zhf700959155.hl 

BLASTX 

g4567319 



8924 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



338 

3.0e-32 

77 

78 

(AC005956) putative copper amine oxidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54053 

zhf700959183.hl 

BLASTX 

g3063465 

206 

7.0e-17 

62 
63 

(AC003981) F22013.27 



[Arabidopsis thaliana] 



54054 

zhf700959191.hl 

BLASTN 

gl8733 

217 

1.0e-119 

217 

57 

Soybean RPB1-B2 gene for the largest subunit of RNA 
polymerase II (EC 2.7.7.6) 

54055 

zhf700959213.hl 

BLASTX 

g4093155 

231 

1.0e-19 

78 
58 

(AF088281) phytochrome-associated protein 1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



54056 

zhf700959225.hl 

BLASTX 

gl839214 

277 

6.0e-25 

85 

60 

(U85835) enolase 
54057 

zhf 700959264. hi 

BLASTX 

g951449 

161 

2.0e-ll 

35 

74 



[unidentified pseudophyllidean] 



8925 



NCBI Description 



(L46681) aspartic protease precursor [Lycopersicon 
escu lent urn] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54058 

zhf700959284.hl 

BLASTX 

g4176545 

176 

4.0e-13 

81 
43 

(AL035259) strong similarity to human leukotriene a-4 
hydrolase [Schizosaccharomyces pombe] 

54059 

zhf700959328.hl 

BLASTX 

g3668118 

378 

8.0e-37 

82 

58 

(AJ224078) hypothetical protein [Brassica napus] 
54060 

zhf700959422.hl 

BLASTX 

g3702323 

180 

2.0e-28 

85 

75 

(AC005397) unknown protein [Arabidopsis thaliana] 
54061 

zhf 700959432. hi 

BLASTX 

g2244996 

165 

3.0e-20 

84 

64 

(Z97341) similarity to a membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 

54062 

zhf700959441.hl 

BLASTX 

g3924596 

198 

2.0e-33 

85 
85 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 



Seq. No. 



54063 



8926 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zhf700959522.hl 

BLASTX 

g3242785 

232 

7.0e-20 

63 

70 

(AF055355) respiratory burst oxidase protein C [Arabidopsis 
thaliana] 

54064 

zhf700959527.hl 

BLASTX 

g3894194 

266 

1.0e-23 

81 

62 

(AC005662) putative strictosidine synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



54065 

zhf700959576.hl 

BLASTX 

g2352492 

252 

4.0e-22 

79 

59 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 

54066 

zhf700959579.hl 

BLASTX 

g4558683 

150 

4.0e-10 

46 
48 

(AC006586) putative retrotransposon Ttol ORF1 protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

54067 

zhf700959596.hl 

BLASTX 

g4455329 

137 

1.0e-08 

36 
72 

(AL035525 ) lysine-ketoglutarate reductase/saccharopine 
[Arabidopsis thaliana] 

54068 

zhf 700959624. hi 



8927 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2947066 

260 

4.0e-23 

76 

25 

(AC002521) 



hypothetical protein [Arabidopsis thaliana] 





Seq. No. 


C A A f~ O 




Seq. ID 


znr /UUyoyoD4 .nl 




Method 


BLASTX 




NCBI GI 


g4 52.Z52. 1 




BLAST score 


"1 A C\ 

14 y 




E value 


4.0e-10 




Match length 


73 




% identity 


47 




NCBI Description 


(AF080545) peptide transporter [Nepenthes alata] 




Seq. No. 


54070 




Seq. ID 


zhf700959666.hl 


□ 


Method 


BLASTN 


y 


NCBI GI 


gl69956 


I'll 


BLAST score 


99 




E value 


1.0e-48 




Match length 


211 




% identity 


91 


rj 


NCBI Description 


Glycine max G-box binding factor (GBF1) mRNA, complete cds 


A: 
ft 


Seq. No. 


54071 




Seq. ID 


zhf700959668.hl 




Method 


BLASTX 




NCBI GI 


gl491931 




BLAST score 


214 




E value 


8.0e«18 




Match length 


72 




% identity 


90 




NCBI Description 


(U52078) kinesin-like protein [Nicotiana tabacum] 




Seq. No. 


54072 




Seq. ID 


zhf700959705.hl 




Method 


BLASTX 




NCBI GI 


g2827621 




BLAST score 


186 




E value 


O A ^ T A 

3 . Oe-14 




Match length 


86 




% identity 


47 




NCBI Description 


(AL021636) putative protein [Arabidopsis thaliana] 




Seq. No. 


54073 




Seq. ID 


zhf700959714.hl 




Method 


BLASTX 




NCBI GI 


g3063471 




BLAST score 


232 




E value 


1.0e-19 




Match length 


74 




% identity 


62 




NCBI Description 


(AC003981) F22013.33 [Arabidopsis thaliana] 



8928 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E, value 
"thatch length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54074 

zhf700959733.hl 

BLASTN 

gl69090 

94 

2.0e-45 

222 
86 

Pea glyceraldehyde-3-phosphate dehydrogenase (GapCl) mRNA, 
complete cds 

54075 

zhf700959757.hl 

BLASTN 

g2934883 

136 

1.0e-70 

217 

100 

Glycine max TGACG-motif binding protein (STF1) mRNA, 
complete cds 

54076 

zhf700959795.hl 

BLASTX 

g3522939 

342 

1.0e-32 

73 

81 

(AC004411) putative squamosa-promoter binding protein 
[Arabidopsis thaliana] 

54077 

zhf 700959810. hi 

BLASTX 

g4455283 

286 

5.0e-26 

82 

63 

(AL035527) LI specific homeobox gene ATMLl/ovule-specif ic 
homeobox protein A20 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54078 

zhf700959811.hl 

BLASTX 

g2129953 

296 

3.0e-27 

81 
69 

laccase (EC 1.10, 
diphenol oxidase 



3.2) - common tobacco >gi_1685087 (U43542) 
[Nicotiana tabacum] 



Seq. No. 



54079 



8929 




Seq. ID zhf700959817.hl 

Method BLASTX 

NCBI GI g4538624 

BLAST score 225 

E value 7.0e-19 

Match length 82 

' % identity 52 

- NCBI Description (AJ133502) hypothetical protein [Nicotiana tabacum] 

Seq. Na, 54080 

Seq. ID zhf700959832.hl 

Method BLASTX 

NCBI GI g4115536 

BLAST score 141 

E value 5.0e-09 

Match length 39 

% identity 67 

NCBI Description (AB012115) UDP-glycose : f lavonoid glycosyltransf erase [Vigna 
mungo] 

Seq. No. 54081 

Seq. ID zhf700959836.hl 

Method BLASTX 

NCBI GI g3335359 

BLAST score 215 

E value 1.0e-17 

Match length 58 

% identity 71 

NCBI Description (AC003028) unknown protein [Arabidopsis thaliana] 

Seq. No. 54082 

Seq. ID zhf 700959857. hi 

Method BLASTX 

NCBI GI g3236261 

BLAST score 337 

E value 5.0e-32 

Match length 80 

% identity 74 

NCBI Description (AC004684) putative zinc finger protein [Arabidopsis 
thaliana] 

Seq. No. 54083 

Seq. ID zhf700959858.hl 

Method BLASTX 

NCBI GI g3093294 

BLAST score 389 

E value 4.0e-38 

Match length 80 

% identity 91 

NCBI Description (Y12782) putative villin [Arabidopsis thaliana] 

Seq. No. 54084 

Seq. ID zhf700959859.hl 

Method BLASTX 

NCBI GI g3885339 

BLAST score 303 

E value 5.0e-28 



8930 
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NCBI GI 


a2760326 


BLAST score 


234 


E value 


6.0e-20 


Match length 


82 


% identity 


54 


NCBI Description 


(AC002130) F1N21.11 [Arabidopsis thaliana] 



Seq. No. 54090 



8931 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zhf700960110.hl 

BLASTN 

g4159708 

35 

2.0e-10 

51 
56 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MKP6, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54091 

zhf 700960252. hi 

BLASTX 

g2262105 

214 

2.0e-17 

89 

46 

(AC002343) unknown protein [Arabidopsis thaliana] 
54092 

zhf700960266.hl 

BLASTX 

g4249385 

383 

2.0e-37 

72 

92 

(AC005966) T2K10.11 [Arabidopsis thaliana] 
54093 

zhf700960270.hl 

BLASTX 

g4558664 

208 

8.0e-17 

88 

11 

(AC007063) hypothetical protein [Arabidopsis thaliana] 



54094 

zhf700960318.hl 

BLASTX 

g3015488 

145 

1.0e-17 

86 
48 

(U58474) receptor-like protein kinase 
esculentum] 



[Lycopersicon 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



54095 

zhf 700960328. hi 

BLASTX 

g960291 

212 

2.0e-17 



8932 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 
79 

(L34344) anthranilate synthase alpha subunit [Ruta 
graveolens] 

54096 

zhf700960331.hl 

BLASTX 

g4204263 

234 

6.0e-20 

71 

51 

(AC005223) 40409 [Arabidopsis thaliana] 
54097 

zhf700960352.hl 

BLASTX 

g4220534 

182 

1.0e-18 

67 

70 

(AL035356) putative protein [Arabidopsis thaliana] 



54098 

zhf700960353.hl 

BLASTX 

g2842485 

162 

2.0e-ll 

36 

81 

(AL021749) hypothetical protein 



[Arabidopsis thaliana] 



54099 

zhf700960431.hl 

BLASTN 

g473604 

55 

3.0e-22 

124 
78 

Zea mays W-22 histone H2B mRNA, 



complete cds 



54100 

zhf700960465.hl 

BLASTX 

g3096919 

364 

8.0e-39 

87 

88 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 



54101 



8933 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zhf700960469.hl 

BLASTX 

gl931642 

187 

2.0e-14 

49 

82 

(U95973) Ser/Thr protein kinase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54102 

zhf700960478.hl 

BLASTX 

g2723486 

160 

3.0e-ll 

80 
40 

(AB003505) BAF60b 



[Rattus norvegicus] 



54103 

zhf700960507.hl 

BLASTX 

g2369714 

161 

1.0e-ll 

52 

54 

(Z97178) elongation factor 2 



[Beta vulgaris] 



54104 

zhf 700960508. hi 

BLASTN 

g2687725 

59 

7.0e-25 

126 

87 

Glycine max mRNA for putative 2-hydroxydihydrodaidzein 
reductase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



54105 

zhf700960541.hl 

BLASTN 

g457569 

45 

2.0e-16 

97 

87 

Soybean mRNA for endo-xyloglucan transferase, partial cds 
54106 

zhf700960549.hl 

BLASTN 

g456713 

56 

2.0e-23 



8934 



II 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103 
27 

Glycine max gene .for ubiquitin, complete cds 
54107 

zhf700960601.hl 

BLASTN 

gl69036 

49 

1.0e-18 

69 
93 

Pisum sativum L. aldolase gene, 3 1 end cds 
54108 

zhf700960743.hl 

BLASTX 

gll74718 

190 

5.0e-15 

68 
53 

PUTATIVE RECEPTOR PROTEIN KINASE TMK1 PRECURSOR 

>gi_322579_pir JQ1674 receptor protein kinase TMK1 (EC 

2.7.1.-) precursor - Arabidopsis thaliana >gi__166888 
(L00670) protein kinase [Arabidopsis thaliana] 

54109 

zhf700960745.hl 

BLASTN 

g20728 

65 

2.0e-28 

125 

88 

Pea chloroplast GAPA mRNA encoding 

glyceraldehyde -3 -phosphate dehydrogenase (GAPDH) subunit A 





(EC 1.2.1.13) 


Seq. No. 


54110 


Seq. ID 


zhf700960749.hl 


Method 


BLASTX 


NCBI GI 


g4539351 


BLAST score 


149 


E value 


4.0e-10 


Match length 


57 


% identity 


53 


NCBI Description 


(AL035539) putative 


Seq. No. 


54111 


Seq. ID 


zhf700960793.hl 


Method 


BLASTX 


NCBI GI 


g4455202 


BLAST score 


191 


E value 


4.0e-15 


Match length 


62 


% identity 


63 



8935 



NCBI Description 



(AL035440) putative APG protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54112 

zhf700960807.hl 

BLASTX 

g2702277 

163 

8.0e-12 

55 

60 

(AC003033) putative cyclin g-associated kinase [Arabidopsis 
thaliana] >gi_2914 68 9 (AC003974) putative cyclin 
g-associated kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54113 

zhf700960825.hl 

BLASTX 

g4559391 

311 

6.0e-29 

85 

71 

(AC006526) putative auxin response factor 1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54114 

zhf700960879.hl 

BLASTX 

g4510395 

259 

7.0e-23 

74 

65 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ' 

Match length 

% identity 

NCBI Description 



54115 

zhf700960889.hl 

BLASTX 

g4220479 

122 

2.0e-12 

55 

76 

(AC006069) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54116 

zhf700960895.hl 

BLASTN 

g!778371 

36 

3.0e-ll 

44 

95 

Glycine max asparagine synthetase 
cds 



1 (AS1) mRNA, complete 



8936 



Q /a rt XT/~\ 


R41 1 7 


O " • J- u 


zhf700960910 hi 


lit: uiivjvj. 




NCBI GI 


g2995340 


BLAST score 


119 


Hj value 


^. • ut2 ivJ 


Ti/T a ■}- /-» Vi 1 on ^r"! - Vi 
l v iaT_Cil iciiycii 


0 *± 


-6 iu.snxxx.y 


A Q 








J4110 




7hf 700960916 hi 


Method 


BLASTN 


NCBI GI 


gll96896 


BLAST score 


151 


W Trs 1 no 
Hi value 




l id t uii xciiy Lii 




•5 identity 


QA 




UXyUlllC 1LLCL21 aLlUlU 1 lJJUO*JlLLa± ^1UL 


oeq. NO. 






^•111 / UUJ7UU^tiJ * 111 


lit? LI1UU 


J_>J_i raO 1A 


NPRT GT 
in ^ j_> j. 0 a. 


a^249095 


BLAST score 


210 


E value 


4.0e-17 


Match length 


85 


% identity 


52 


NCBI Description 


(AC003114) Contains similarity to 



[Schizosaccharomyces pombe] 



complete cds 



(dfrl) gb_L13703 from Schizosaccharomyces pombe. ESTs 
gb_N37567 and gb_T43002 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54120 

zhf700960926.hl 

BLASTX 

g2244881 

193 

2.0e-24 

81 

58 

(Z97338) PDR5-like ABC transporter [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54121 

zhf700960959.hl 

BLASTN 

gl70073 

245 

1.0e-135 

249 

100 

Soybean calmodulin 



(SCaM-3) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



54122 

zhf700960971.hl 

BLASTX 

gl944518 



8937 






D T 7V C T 1 or'or'o 
DLriO 1 bUOIc 






E value 


3.0e-29 




Match length 


82 




-s luenT-iLy 






NCBI Description 


t iu / ozzj bnaggy - iiKe Kinase tetna L^^S-oiaopsis unananaj 






>gi JU4/1U0 (Aruooyiyj protein Kinase LAraoiaopsis 






thaliana ] 




oecj. NO. 


j41Zj 




octj. IU 


znr /uuyoiuju .ni 




Method 


rSli/io I IN 










BLAST score 


45 




E value 


2.0e-16 




ixia ten ienyT,n 


1 OR 
IUj 




% identity 






NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 






ixil/h. / coiLipiece sequence [iiiaDiaopsis cnaiianaj 




Seq. No. 


04 lz4 




C^rr T n 

oeq* iu 


zni-/ uU70lU4Z.nl 




LYltrLIlvJCj. 


RT HQ TV 




NCBI GI 


g2244876 


:ii 


BLAST score 


410 




E value 


z . ue-4u 




Match length 


0 a 
OO 




■6 identity 


O iZ 

OO 




NCBI Description 


(Zy/oJoj hypothetical protein [Araoidopsis thalianaj 




Seq. No. 


o41zo 




oeq. iu 


znr /uuyoiuou .ni 












qz ouooo 0 


5 


BLAST score 


34 




E value 


6.0e-10 




Match length 


00 




-6 identity 


Q O 
OO 




NCBI Description 


Pisum sativum dormancy-associated protein (DRM1) mRNA, 






complete cds 




beq. No. 


o41zo 




beq. iu 


znt /uuyoluou. hi 




ixie LnoQ 


DT ACTY 
OljflO 1 A 




MpnT r*T 


«o "5 t: 1 con 




BLAST score 


282 




E value 


1.0e-25 




Ma ten length 


bz 




-s identity 






NLbi Description 


(Uo^4oJJ thymidine diphospho-glucose 4-o-dehydratase 






homolog [Prunus armeniaca] 




Seq. No. 


54127 




Seq. ID 


zhf700961178.hl 




Method 


BLASTN 




NCBI GI 


g609224 




BLAST score 


60 




E value 


2.0e-25 



8938 



Match length 

% identity 

NCBI Description 



136 
86 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



beg. no. 


04 LZo 


beg. id 


znr /uuybiiyz.ni 


Method 


b-LAb J.A 




goU4 / IZo 


rsjjAbi score 


O Q O 


£j Vdiue 


/ . ue— z / 








o o 


NCBI Description 


(AF058919) No definition line found [Arabidopsis thaliana 


beg. no. 


o4 iz y 


beg. ±u 


znr /uuyoizi / . ni 


Metnoa 


BLASTX 


NLbl bi 


gz4 by421 


BLAST score 


142 


E value 


4 . Oe-09 


Mat cn length 




% identity 


b / 


NCBI Description 


(AC002332) putative calcium-binding EF-hand protein 




[Arabidopsis thaliana] 


Seg. No. 


54130 


Seg. ID 


zhf 700961253 .hi 


Method 


BLASTX 


NCBI GI 


g4510381 


BLAST score 


146 


E value 


1 . Ue-Uy 


i v ia lcii xengxzn 


Q A 






NCBI Description 


(AC007017) unknown protein [Arabidopsis thaliana] 


beg. no. 


C A 1 "3 1 

04 1 ol 


beg. id 


znr /U09olo02.nl 


Method 


TIT "A O m^T - 

BLASTX 




qzozy yiu 


bLAbi score 


iy4 


E value 


3 . 0e-15 


Match length 


/ 4 


T i^S t". 4- n t t 

t> luentiLy 


4 y 




\ri^u .? x j uiiK.nuwii piotciu^ contains reyuiauor or 




chromosome condensation motifs [Arabidopsis thaliana] 


Seg. No. 


54132 


Seg. ID 


zhf 700961314. hi 


Method 


BLASTN 


NCBI GI 


gl69159 


BLAST score 


33 


E value 


3.0e-09 


Match length 


49 


% identity 


92 


NCBI Description 


Pea chloroplastic copper/ zinc-superoxide dismutase mRNA, 



8939 



II 



complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



54133 

zhf700961317.hl 

BLASTX 

g584741 

156 

8.0e-ll 

63 
54 

ANKYRIN REPEAT PROTEIN (AKRP) >gi_322 4 61_pir JQ1729 

ankyrin-repeat protein - Arabidopsis thaliana >gi_166744 
(M82883) ankyrin repeat-containing protein [Arabidopsis 
thaliana] 

54134 

zhf700961357.hl 

BLASTX 

g2921158 

125 

5.0e-09 

56 

70 

(AF022909) ClpC [Arabidopsis thaliana] 
54135 

zhf700961370.hl 

BLASTX 

g4467148 

174 

5.0e-13 

75 

53 

(AL035540) putative protein [Arabidopsis thaliana] 
54136 

zhf700961384.hl 

BLASTX 

g3935148 

350 

1.0e-33 

75 
81 

(AC005106) T25N20.12 [Arabidopsis thaliana] 
54137 

zhf700961432.hl 

BLASTX 

g3892711 

165 

8.0e-12 

83 

43 

(AL033545) putative protein [Arabidopsis thaliana] 
54138 

zhf700961437.hl 



8940 



Method 


O 

BLASTX 


NCBI GI 


g4115914 


BLAST score 


338 


E value 


4.0e-32 


Match length 


84 


% identity 


70 


NCBI Description 


(AF118222 



contains similarity to Iron/Ascorbate family of 
oxidoreductases (Pfam: PF00671, Score=297. 8, E=1.3e-85, 
N=l) [Arabidopsis thaliana] >gi_4539410_emb_CAB40043 . 1_ 
(AL049524) putative Fe (II) /ascorbate oxidase [Arabidopsis 
thaliana] 



beq. No. 


o4 1 j y 


Seq. ID 


znr70(J9ol4 4o . nl 


Method 


BLASTX 


NCBI GI 


g2905893 


BLAST score 


253 


E value 


3 . Oe-22 


Match length 


79 


% identity 


61 


NCBI Description 


(U66424) fimbrin-like protein [Arabidopsis thaliana] 


Seq. No. 


54140 


Seq. ID 


znr 1003 Dl4D9.nl 


Method 


BLASTX 


NCBI GI 


gl903347 


BLAST score 


314 


E value 


2. Oe-29 


Match length 


81 


% identity 


72 


NCBI Description 


(AC000104) EST gb ATTS5672 comes from this gene. 




[Arabidopsis thaliana] 


Seq. No. 


54141 


Seq. ID 


zhf700961475.hl 


Method 


BLASTX 


NCBI GI 


g3063446 


BLAST score 


337 


E value 


5. Oe-32 


Match length 


Q 1 
O 1 


% identity 


77 


NCBI Description 


(AC003981) F22013.8 [Arabidopsis thaliana] 


Seq. No. 


54142 


Seq. ID 


zhf700961523.hl 


Method 


BLASTX 


NCBI GI 


g2760839 


BLAST score 


183 


E value 


5.0e-14 


Match length 


54 


% identity 


69 


NCBI Description 


(AC003105) putative receptor kinase [Arabidopsis tha 


Seq. No. 


54143 


Seq. ID 


zhf700961544.hl 


Method 


BLASTX 


NCBI GI 


g2459435 



8941 



BLAST score 217 

E value 5.0e-18 

Match length 73 

% identity 52 

NCBI Description (AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 

Seq. No. 54144 

Seq. ID zhf700961560.hl 

Method BLASTX 

NCBI GI g2827709 

BLAST score 171 

E value 1.0e-12 

Match length 66 

% identity 48 

NCBI Description (AL021684) predicted protein [Arabidopsis thaliana] 

Seq. No. 54145 

Seq. ID zhf700961621.hl 

Method BLASTX 

NCBI GI g2739004 

BLAST score 217 

E value 7.0e-18 

Match length 89 

% identity 55 

NCBI Description (AF022461) CYP82Clp [Glycine max] 

Seq. No. 54146 

Seq. ID zhf700961656.hl 

Method BLASTX 

NCBI GI g2342735 

BLAST score 158 

E value 6.0e-ll 

Match length 42 

% identity 74 

NCBI Description (AC002341) unknown protein [Arabidopsis thaliana] 

Seq. No. 54147 

Seq. ID zhf700961668.hl 

Method BLASTX 

NCBI GI g3452263 

BLAST score 299 

E value 4.0e-33 

Match length 85 

% identity 88 

NCBI Description (AF035936) phosphatidylinositol 4-kinase; PI4K [Arabidopsis 
thaliana] 

Seq. No. 54148 

Seq. ID zhf700961705.hl 

Method BLASTX 

NCBI GI gl706822 

BLAST score 173 

E value 9.0e-13 

Match length 64 

% identity 53 

NCBI Description FLAVONOL SYNTHASE (FLS) >gi_42194 6_pir S33510 flavonol 



8942 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

B£AST score 

E value 

Match length 

% identity 

NCBI Description 



synthase - garden petunia >gi_311658_emb_CAA80264_ (Z22543) 
flavonol synthase [Petunia x hybrida] 

54149 

zhf700961727.hl 

BLASTX 

g3135253 

154 

2.0e-10 

83 
41 

(AC003058) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54150 

zhf700961731.hl 

BLASTX 

g4389222 

261 

4.0e-23 

74 
64 

Chain A, Crystal Structure Of Gdp-4-Keto-6-Deoxy-D-Mannos£ 
EpimeraseREDUCTASE FROM ESCHERICHIA COLI A KEY ENZYME IN 
The Biosynthesis Of Gdp-L-Fucose 

54151 

zhf700961748.hl 

BLASTX 

g4406780 

252 

6.0e-22 

55 

82 

(AC006532) putative multi spanning membrane protein 
[Arabidopsis thaliana] 

54152 

zhf700961753.hl 

BLASTN 

g257814 

105 

4.0e-52 

181 

97 

phenylalanine ammonia-lyase [soybeans, mRNA, 1427 nt] 
54153 

zhf700961754.hl 

BLASTX 

g3182981 

220 

3.0e-18 

72 
58 

CELL ELONGATION PROTEIN DIMINUTO >gi_1695692_dbj_BAA13096_ 
(D86494) diminuto [Pisum sativum] 



8943 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54154 

zhf700961765.hl 

BLASTX 

gl931641 

261 

4.0e-23 

77 
62 

(U95973) unknown protein [Arabidopsis thaliana] 



54155 

zhf700961836.hl 

BLASTN 

g2317899 

215 

1.0e-118 

231 

98 

Glycine max Sali3- 



2 mRNA, complete cds 



54156 

zhf700961896.hl 

BLASTX 

g3513727 

180 

1.0e-13 

64 
67 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

54157 

zhf700961903.hl 

BLASTX 

g3335351 

275 

1.0e-24 

85 
8 

(AC004512) Similar to ERECTA receptor protein kinase 
gb_D83257 from A. thaliana. ESTs gb_T41629 and gb__AA586072 
come from this gene. [Arabidopsis thaliana] 

54158 

zhf700961910.hl 

BLASTX 

g2828294 

372 

4.0e-36 

82 

79 

(AL021687) putatative protein [Arabidopsis thaliana] 



8944 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54159 

zhf700961915.hl 

BLASTX 

g4056489 

168 

3.0e-12 

84 

43 

(AC005896) putative white protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54160 

zhf700961924.hl 

BLASTX 

gl27045 

122 

7.0e-18 

83 

71 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi_99756_pir JQ0410 methionine adenosyltransf erase (EC 

2.5.1.6) 2 - Arabidopsis thaliana >gi_166874 (M33217) 
S-adenosylmethionine synthetase (sam-2) [Arabidopsis 
thaliana] >gi_4558554_gb_AAD22647 . 1_AC007138_11 (AC007138) 
S-adenosylmethionine synthase 2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54161 

zhf700961949.hl 

BLASTX 

g4008006 

341 

2.0e-32 

82 

82 

(AF084034) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54162 

zhf700961987.hl 

BLASTN 

gl69980 

32 

1.0e-08 

76 
87 

Soybean heat-shock protein 



(Gmhsp26-A) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54163 

zhf700962035.hl 

BLASTX 

g3850999 

172 

1.0e-12 

46 

78 

(AF069908) pyruvate dehydrogenase El beta subunit isoform 1 
[Zea mays] 



8945 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54164 

zhf700962052.hl 

BLASTX 

g4454018 

183 

5.0e-14 

75 

52 

(AL035396) SRGl-like protein [Arabidopsis thaliana] 
54165 

zhf700962185.hl 

BLASTX 

g4454031 

140 

4.0e-09 

65 

55 

(AL035394) putative protein [Arabidopsis thaliana] 
54166 

zhf700962203.hl 

BLASTX 

gl771162 

406 ' 

6.0e-40 

96 

76 

(X98930) SBT2 [Lycopersicon esculentum] 
>gi_3687307_emb_CAA07000_ (AJ00637 9) subtilisin-like 
protease [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54167 

zhf700962218.hl 

BLASTX 

g2980806 

153 

6.0e-13 

72 

58 

(AL022197) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



54168 

zhf700962221.hl 

BLASTX 

g2323410 

138 

1.0e-08 

81 

40 

(AF015913) SkblHs [Homo sapiens] 
54169 

zhf700962257.hl 

BLASTX 

g3335378 



8946 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151 

4.0e-10 

38 

68 

(AC003028) Myb-related transcription activator [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



54170 

zhf700962265.hl 

BLASTX 

gl899175 

177 

4.0e-13 

87 

43 

(U90262) calcium-dependent calmodulin-independent protein 
kinase CDPK [Cucurbita pepo] 

54171 

zhf700962277.hl 

BLASTX 

g3047106 

200 

7.0e-16 

90 

49 

(AF058919) Arabidopsis thaliana homeodomain protein AHDP 
(SP:P93041) [Arabidopsis thaliana] 

54172 

zhf700962283.hl 

BLASTX 

g2583123 

343 

1.0e-32 

88 

76 

(AC002387) putative nucleotide sugar epimerase [Arabidopsis 
thaliana] 

54173 

zhf700962293.hl 

BLASTX 

g4335752 

222 

2.0e-18 

88 

49 

(AC006284) putative myb transcription factor-like protein 
[Arabidopsis thaliana] 

54174 

zhf700962304 .hi 

BLASTX 

g3763927 

290 

2.0e-26 



8947 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 
69 

(AC004450) putative carfooxyphosphoenolpyruvate mutase 
[Arabidopsis thaliana] 

54175 

zhf700962322.hl 

BLASTX 

g4455338 

362 

7.0e-35 

85 
74 

(AL035525) putative protein [Arabidopsis thaliana] 
54176 

zhf700962328.hl 

BLASTX 

g3183088 

140 

7.0e-09 

60 

52 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_4 99034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 

54177 

zhf 700962337. hi 

BLASTN 

g2351062 

34 

9.0e-10 

74 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAH20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



54178 

zhf700962360.hl 

BLASTX 

g2367431 

204 

2.0e-16 

78 
55 

(AF000403) putative cytochrome P450 
54179 

zhf700962448.hl 

BLASTX 

gl001257 

181 

1.0e-17 

64 

63 



[Lotus japonicus] 



8948 



NCBI Description (D64003) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54180 

zhf700962451.hl 

BLASTN 

g3128166 

37 

5.0e-12 

53 

49 

Arabidopsis tha liana chromosome II BAC F4I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54181 

zhf700962461.hl 

BLASTX 

g4140026 

137 

1.0e-15 

66 

61 

(AB009370) flavonoid 3-O-galactosyl transferase [Vigna 
mungo] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54182 

zhf700962506.hl 

BLASTN 

g2661020 

252 

1.0e-140 

252 
100 

Glycine max catalase (cat4) 



mRNA, complete cds 



54183 

zhf700962560.hl 

BLASTX 

g2388586 

292 

9.0e-27 

79 

71 

(AC000098) Similar to Saccharomyces RAD16 (gb_X78 993) . 
[Arabidopsis thaliana] 

54184 

zhf700962731.hl 

BLASTN 

gl70293 

102 

2.0e-50 

254 

85 

Nicotiana plumbaginif olia plasma -membrane H+ ATPase (pma3) 
mRNA, complete cds 



Seq. No. 



54185 



8949 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zhf700962842.hl 

BLASTX 

g3600032 

165 

6.0e-12 

74 

47 

(AF080119) contains similarity to tropomyosin (Pfam: 
Tropomyosin. hmm, score: 14.57) and ATP synthase (Pfam: 
ATP-synt_B.hmm, score: 10.89) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54186 

zhf700962892.hl 

BLASTX 

g3859659 

307 

2.0e-28 

79 

70 

(AL031394) putative potassium transporter AtKTSp (AtKT5) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54187 

zhf700962903.hl 

BLASTX 

g2462746 

285 

6.0e-26 

57 
96 

(AC002292) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 



54188 

zhf700962932.hl 

BLASTX 

g285741 

144 

2.0e-09 

49 

67 

(D14550) EDGP precursor [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



54189 

zhf700962938.hl 

BLASTX 

g2598589 

172 

1.0e-12 

64 

53 

(Y15367) MtN19 [Medicago truncatula] 
54190 

zhf700962942.hl 

BLASTX 

g2344889 



8950 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146 

3.0e-10 

65 

57 

(AC002388) unknown protein [Arabidopsis thaliana] 
54191 

zhf700962980.hl 

BLASTX 

g629561 

162 

1.0e-ll 

74 

53 

SRG1 protein - Arabidopsis thaliana 

>gi_47 9047_emb_CAA55654_ (X79052) SRG1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



54192 

zhf700963012.hl 

BLASTX 

g3068704 

126 

1.0e-10 

59 

63 

(AF049236) unknown [Arabidopsis thaliana] 
54193 

zhf700963039.hl 

BLASTX 

gl518540 

263 

3.0e-23 

60 

75 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
54194 

zhf700963086.hl 

BLASTX 

g3142303 

342 

2.0e-32 

89 

38 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L49379 from Rattus norvegicus. 
[Arabidopsis thaliana] 

54195 

zhf700963090.hl 

BLASTX 

g2642153 

147 

1.0e-09 



8951 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



35 
77 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi_2795810 (AC003674) unknown protein [Arabidopsis 
thaliana] 

54196 

zhf700963107.hl 

BLASTX 

g2501494 

184 

4.0e-14 

74 

51 

FLAVONOL 3-0-GLUCOSYLTRANSFERASE 5 (UDP-GLUCOSE FLAVONOID 

3-0-GLUCOSYLTRANSFERASE 5) >gi_542015_pir S41951 

UTP-glucose glucosyltransferase - cassava 
>gi_45324 9_emb_CAA54612_ (X77462) UTP-glucose 
glucosyltransferase [Manihot esculenta] 

54197 

zhf700963112.hl 

BLASTX 

g2330651 

146 

8.0e-10 

68 

49 

(Y14559) topoisomerase II [Pisum sativum] 
54198 

zhf700963126.hl 

BLASTN 

gl808591 

90 

3.0e-43 

138 

91 

C. arietinum mRNA for SAM-synthetase 
54199 

zhf700963128.hl 

BLASTX 

g2462746 

172 

1.0e-12 

46 

74 

(AC002292) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 

54200 

zhf700963135.hl 

BLASTX 

gl495802 

154 

1.0e-10 



8952 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 
43 

(X96405) 



13-lipoxygenase [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



54201 

zhf700963160.hl 

BLASTX 

g4580394 

247 

2.0e-21 

74 
68 

(AC007171) putative fatty acid elongase [Arabidopsis 
thaliana] 

54202 

zhf700963162.hl 

BLASTX 

g3367519 

125 

4.0e-10 

69 
54 

(AC004392) Contains similarity to gb_U51898 
Ca2+-independent phospholipase A2 from Rattus norvegicus . 
[Arabidopsis thaliana] 

54203 

zhf700963203.hl 

BLASTX 

g3269291 

157 

7.0e-ll 

74 

47 

(AL030978) putative receptor protein kinase [Arabidopsis 
thaliana] 

54204 

zhf700963211.hl 

BLASTX 

gl346769 

183 

5.0e-14 

68 
49 

PROLYL ENDOPEPTIDASE { POST-PROLINE CLEAVING ENZYME) (PE) 
>gi_558596_emb_CAA52605_ (X74496) prolyl oligopeptidase 

[Homo sapiens] >gi_1585155_prf 2124300A Pro oligopeptidase 

[Homo sapiens] >gi_4506043_ref_NP__002717 . l__pPREP_ prqlyl 
endopept idas e 

54205 

zhf 700963244. hi 

BLASTX 

g3287693 

374 



8953 



E value 
Match length 
% identity 
NCBI Description 



2.0e-36 

82 

84 

(AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp. gb_D90916. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54206 

zhf700963249.hl 

BLASTX 

g2262104 

143 

3.0e-09 

42 

62 

(AC002343) unknown protein 



[Arabidopsis thaliana] 





Seq. No. 


54207 




Seq. ID 


zhf 700963302 .hi 




Method 


BLASTX 




NCBI GI 


gl93502l 




BLAST score 


170 


if 


E value 


l. 0e-l2 




Match length 


56 




% identity 


59 




NCBI Description 


(Z93775) monosaccharid transport protein [Vicia faba] 




Seq. No. 


54208 




Seq. ID 


zhf700963303.hl 




Method 


BLASTX 




NCBI GI 


g2088647 




BLAST score 


170 




E value 


5.0e-l5 




Match length 


76 




% identity 


49 




NCBI Description 


(AF002109) hypothetical protein [Arabidopsis thaliana 






>gi 3158394 (AF036340) LRR-containing F-box protein 






[Arabidopsis thaliana] 




Seq- No. 


54209 




Seq. ID 


zhf700963345.hl 




Method 


BLASTX 




NCBI GI 


g4432823 




BLAST score 


174 




E value 


7.0e-13 




Match length 


53 




% identity 


64 




NCBI Description 


(AC006593) hypothetical protein [Arabidopsis thaliana 



Seq. No. 54210 

Seq. ID zhf700963363.hl 

Method BLASTX 

NCBI GI g2829898 

BLAST score 187 

E value 1.0e-14 

Match length 50 

% identity 66 



8954 



NCBI Description (AC002311) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54211 

zhf700963383.hl 

BLASTN 

g3449327 

53 

4.0e-21 

189 
82 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCA2 3 , complete sequence [Arabidopsis thaliana] 



PI clone: 



beq. no. 




Seq. ID 


zhf700963512.hl 


Method 


BLASTX 


NCBI GI 


gl770190 


BLAST score 


211 


E value 


4.0e-17 


Match length 


60 


% identity 


67 


NCBI Description 


(Y10162) cyclin-D like protein 


Seq. No. 


54213 


Seq. ID 


zhf700963537.hl 


Method 


BLASTX 


NCBI GI 


g3249105 


BLAST score 


138 


E value 


1.0e-08 


Match length 


90 


% identity 


38 


NCBI Description 


(AC003114) Contains similarity - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 
54214 

zhf700963561.hl 

BLASTX 

g3850588 

214 

3.0e-25 

86 

63 

(AC005278) Contains similarity to gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54215 

zhf700963604.hl 

BLASTX 

g3550985 

158 

6.0e-ll 

40 

78 

(AB010740) 0sS5a [Oryza sativa] 



8955 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



54216 

zhf700963626.hl 

BLASTX 

g2708745 

222 

1.0e-31 

77 

95 

(AC003952) putative calcium-dependent ser/thr protein 
kinase [Arabidopsis thaliana] 

54217 

zhf700963638.hl 

BLASTX 

gl771162 

165 

2.0e-16 

92 

46 

(X98930) SBT2 [Lycopersicon esculentum] 
>gi_3687307_emb_CAA07000_ (AJ006379) subtilisin-like 
protease [Lycopersicon esculentum] 

54218 

zhf700963660.hl 

BLASTX 

g3805845 

219 

8.0e-21 

67 

84 

(AL031986) putative protein [Arabidopsis thaliana] 
54219 

zhf700963721.hl 

BLASTX 

g3913366 

388 

5.0e-38 

83 

86 

PUTATIVE RECEPTOR PROTEIN KINASE CRINKLY4 PRECURSOR 
>gi_1597723 (U67422) CRINKLY 4 precursor [Zea mays] 

54220 

zhf700963736.hl 

BLASTX 

g2245092 

211 

3.0e-17 

82 

54 

(Z97343) unnamed protein product [Arabidopsis thaliana] 
54221 

zhf 700963738. hi 
BLASTX 



8956 



NCBI GI g2853087 

BLAST score 429 

E value 9.0e-43 

Match length 86 

% identity 94 

NCBI Description (AL021768) putative protein [Arabidopsis thaliana] 

Seq. No. 54222 

Seq. ID zhf700963753.hl 

Method BLASTX 

NCBI GI g3757521 

BLAST score 192 

E value 5.0e-15 

Match length 83 

% identity 45 

NCBI Description (AC005167) unknown protein [Arabidopsis thaliana] 

Seq. No. 54223 

Seq. ID zhf700963817.hl 

Method BLASTX 

NCBI GI g3355474 

BLAST score 27 9 

E value 3.0e-25 

Match length 85 

% identity 64 

NCBI Description (AC004218) unknown protein [Arabidopsis thaliana] 

Seq. No. 54224 

Seq. ID zhf 700963825. hi 

Method BLASTX 

NCBI GI gl944132 

BLAST score 319 

E value 6.0e-30 

Match length 76 

% identity 78 

NCBI Description (AB002560) CUC2 [Arabidopsis thaliana] 

Seq. No. 54225 

Seq. ID zhf700963843.hl 

Method BLASTX 

NCBI GI g2760326 

BLAST score 185 

E value 3.0e-14 

Match length 70 

% identity 4 9 

NCBI Description (AC002130) F1N21.11 [Arabidopsis thaliana] 

Seq. No. 54226 

Seq. ID zhf700963849.hl 

Method BLASTX 

NCBI GI g3046696 

BLAST score 176 

E value 4.0e-13 

Match length 37 

% identity 89 

NCBI Description (AL022224) CTP synthase like protein [Arabidopsis thaliana] 



8957 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54227 

zhf700963889. 
BLASTN 
g516853 
185 

1.0e-100 

241 
28 

Soybean SUBI- 



hl 



2 gene for ubiquitin, complete cds 



54228 

zhf 700963927. hi 

BLASTN 

g310560 

245 

1.0e-135 

249 

100 

Soybean ascorbate peroxidase mRNA, 



complete cds 



54229 

zhf700963935.hl 

BLASTN 

gl8551 

163 

7.0e-87 

187 

97 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



54230 

zhf700963954.hl 

BLASTX 

g!20676 

162 

2.0e-ll 

49 
65 

GLYCERALDEHYDE 
>gi_82165_pir 



3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
_ C24430 glyceraldehyde-3-phosphate 

dehydrogenase^NADP+) (phosphorylating) (EC 1.2.1.13) C, 
cytosolic - common tobacco (fragment) >gi_170241 (M14419) 
glyceraldehyde-3-phosphate dehydrogenase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54231 

zhf700963981.hl 

BLASTX 

g231573 

168 

3.0e-12 

59 

58 

L - AS P ARAG I N AS E { L-ASPARAGINE AMIDOHYDROLASE) 

>gi_99970_pir S24757 asparaginase (EC 3.5.1.1) - 

narrow-leaved blue lupine >gi_19135_emb_CAA43099_ (X60691) 



8958 



developing seed L-asparaginase [Lupinus angustifolius] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54232 

zhf700963986.hl 

BLASTN 

gl69090 

90 

3.0e-43 

166 

89 

Pea glyceraldehyde-3-phosphate dehydrogenase 
complete cds 



(GapCl) mRNA, 



54233 

zhf700964002.hl 

BLASTX 

g2129559 

170 

1.0e-15 

54 

83 

cellulase homolog 0R16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 

54234 

zhf700964018.hl 

BLASTX 

g3367585 

140 

7.0e-09 

49 

53 

(AL031135) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54235 . 

zhf700964043.hl 

BLASTX 

g3355471 

186 

3.0e-14 

44 
66 

(AC004218) putative lysophospholipase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



54236 

zhf700964080.hl 

BLASTX 

g3924603 

268 

7.0e-24 
67 



8959 



% identity 

NCBI Description 



69 

(AF069442) putative WD-repeat protein [Arabidopsis 
thaliana] 



Seq. No. 


54237 


Seq. ID 


zhf700964115.hl 


Method 


BLAb 1 A 


NCBI GI 


g4432827 


BLAST score 


230 


E value 


z . ue-iy 


Match length 


62 


% identity 


37 


NCBI Description 


(AuUUboyo; putative AUr-rioose polymerase LjB.raDiu.ops is 




thaliana] 


Seq. No. 


54238 


Seq. ID 


zhf700964116.hl 


Method 


BLASTX 


NCBI GI 


g39z4oUo 


BLAST score 


149 


E value 


6 . Ue-lU 


Match length 


38 


% identity 


66 


NCBI Description 


(AF06944Z) putative mniDitor or apoprosis LAraDiaopsis 




thaliana] 


Seq. No. 


54239 


Seq. ID 


zhf 700964152 . hi 


Method 


BLASTX 


NCBI GI 


g2462732 


BLAST score 


248 


E value 


1 . Oe-21 


Match length 


80 


% identity 


00 


NCBI Description 


(ACUu22y2) Hypothetical Protein [AraJDiaopsis rnaiianaj 


Seq. No. 


54240 


Seq. ID 


zhf700964154.hl 


Method 


BLASTX 


NCBI GI 


gl245olo 


BLAST score 


162 


E value 


z . ue-ii 


Match length 


82 


% identity 


52 


NCBI Description 


cyclin A homolog [Medicago f alcata=alf alf a. Peptide, 452 




aa] 


Seq. No. 


54241 


Seq. ID 


zhf700964203.hl 


Method 


BLASTX 


NCBI GI 


g3935187 


BLAST score 


254 


E value 


3.0e-22 


Match length 


80 


% identity 


59 


NCBI Description 


(AC004557) F17L21.30 [Arabidopsis thaliana] 



8960 



II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



54242 

zhf700964215.hl 

BLASTX 

g4512703 

161 

2.0e-ll 

47 
60 

(AC006569) unknown protein [Arabidopsis thaliana] 
54243 

zhf700964231.hl 

BLASTX 

g3540206 

155 

1.0e-10 

78 
44 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 
54244 

zhf700964233.hl 

BLASTX 

g4006864 

277 

6.0e-25 

62 

82 

(Z99707) nucleoporin-like protein [Arabidopsis thaliana] 
54245 

zhf700964241.hl 

BLASTX 

g2494111 

386 

9.0e-38 

80 

88 

(AC002376) Contains similarity to Glycine protein kinase 6 
(gb_M67449) . [Arabidopsis thaliana] 

54246 

zhf700964271.hl 

BLASTX 

gl785622 

317 

1.0e-29 

81 

70 

(Z84202) ORFc [Arabidopsis thaliana] 
54247 

zhf700964282.hl 

BLASTX 

g4336747 

232 

1.0e-19 



8961 



Match length 50 

% identity 84 

NCBI Description (AF104 924) unconventional myosin heavy chain [Zea mays] 

Seq. No. 54248 

Seq. ID zhf700964295.hl 

Method BLASTX 

NCBI GI g4538912 

BLAST score 152 

E value 3.0e-10 

Match length 62 

% identity 53 

NCBI Description (AL049482) putative protein [Arabidopsis thaliana] 

Seq. No. 54249 

Seq. ID zhf700964304.hl 

Method BLASTX 

NCBI GI g2565429 

BLAST score 190 

E value 9.0e-15 

Match length 59 

% identity 61 

NCBI Description (AF027686) glycine-rich protein [Onobrychis viciifolia] 

Seq. No. 54250 

Seq. ID zhf700964353.hl 

Method BLASTX 

NCBI GI g2281092 

BLAST score 220 

E value 3.0e-18 

Match length 55 

% identity 80 

NCBI Description (AC002333) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 54251 

Seq. ID zhf700964355.hl 

Method BLASTX 

NCBI GI g2335109 

BLAST score 375 

E value 2.0e-36 

Match length 83 

% identity 84 

NCBI Description (AC002339) putative ABC transporter [Arabidopsis thaliana] 

Seq. No. 54252 

Seq. ID zhf700964356.hl 

Method BLASTX 

NCBI GI g4539301 

BLAST score 335 

E value 9.0e-32 

Match length 70 

% identity 89 

NCBI Description (AL04 9480) putative mitochondrial protein [Arabidopsis 
thaliana] 

Seq. No. 54253 

Seq. ID zhf700964368.hl 



8962 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3142300 

225 

7.0e-19 

79 
57 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb__R64 908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54254 

zhf700964422.hl 

BLASTN 

g2815245 

47 

2.0e-17 

99 
87 

C.arietinum mRNA for class 
CanMT-2) 



I type 2 metallothionein (clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54255 

zhf700964445.hl 

BLASTX 

g2435519 

395 

8.0e-39 

82 

90 

(AF024504) similar to mouse MEM 3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54256 

zhf700964450.hl 

BLASTX 

g3643192 

248 

1.0e-21 

81 
60 

(AF087435) unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54257 

zhf700964480.hl 

BLASTX 

gl946355 

147 

9.0e-10 

72 
39 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi__2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 



Seq. No. 



54258 
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I 





beq. ID 


znr /uuyo4 jUj .ni 




Method 


DLir\0 i A 




NCBI GI 


g2118232 




BLAST score 


386 




E value 


y . Ue-oo 




Match length 


79 




% identity 


95 




NCBI Description 


anay protein firaoiaopsis 




Seq. No. 


54259 




beq. ID 


znr /uuyo4oiz .n± 




Method 


BLASTX 




NCBI GI 


g3668086 




BLAST score 


209 




E value 


3 . Ue-i / 




Match length 






% identity 


5 7 




NLbi Description 


lELUuy oo / ; unKnown protein 




Seq. No* 


o4zoU 




beq. ID 


znr /uuyo^ooz ,ni 




Method 


DT 7\ OTV 










BLAST score 


226 




E value 


5.0e-19 




Match length 


79 




% identity 


61 




NCBI Description 


(AC003000) unknown protein 



>gi_2795810 (AC003674) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54261 

zhf700964601.hl 

BLASTX 

g2760839 

269 

6.0e-24 

91 

60 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



54262 

zhf700964625.hl 

BLASTX 

g2190557 

285 

7.0e-26 

88 

66 

(AC001229) F5I14.11 
54263 

zhf700964662.hl 

BLASTX 

g417305 

159 

4.0e-ll 



[Arabidopsis thaliana] 
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Match length 

% identity 

NCBI Description 



87 
39 

MANNOS YL-OLI GOS ACCHARI DE ALPHA- 1, 2-MANNOSIDASE 

( MAN ( 9 ) -ALPHA-MANNOS I DASE ) >gi_l 0 1 1 9 5_pi r A3 9345 

alpha-mannosidase MNS1 (EC 3.2.1.-) - yeast (Saccharomyces 
cerevisiae) >gi_171996 (M63598) alpha-mannosidase 
[Saccharomyces cerevisiae ] >gi_l 0 1 58 64_emb_CAA8 9 6 62_ 
(Z49631) ORF YJR131w [Saccharomyces cerevisiae] 



Seq* No. 


C A O C A 


Seq. ID 


znr /Uuyo4 /o / . ni 


Method 


BLAbTN 




gz ooiuz u 


BLAST score 


202 


E value 


1.0e-110 


Match length 


zoU 


% identity 


97 


■xt firs t* t-N. _ _ 1 j_ * 

NCBI Description 


Glycine max catalase (cat4) mRNA, complete 


Seq. No. 


54265 


Seq. ID 


zhf700964789.hl 


Method 


BLASTN 


NCBI GI 


gll4 j 


BLAST score 


46 


E value 


6.0e-17 


Match length 


122 


% identity 


84 


NCBI Description 


A.thaliana mRNA for vacuolar proton ATPase 


Seq. No. 


54266 


Seq. ID 


zhf700964852 .hi 


Method 


BLASTX 


NCBI GI 


g4567289 


BLAST score 


153 


E value 


2.0e-10 


Match length 


68 


% identity 


54 


NCBI Description 


(AC006841) hypothetical protein [Arabidops 


Seq. No. 


54267 


Seq. ID 


zhf700964853.hl 


Method 


BLASTX 


"Kir* Q T PT 


g4 ozzuiz 


BLAST score 


136 


E value 


9.0e-10 


Match length 


48 


% identity 


67 


NCBI Description 


(AC007069) hypothetical protein [Arabidops 


Seq. No. 


54268 


Seq. ID 


zhf700964885.hl 


Method 


BLASTX 


NCBI GI 


g2828280 


BLAST score 


156 


E value 


1.0e-14 


Match length 


47 


% identity 


89 



8965 



NCBI Description (AL021687) putative protein [Arabidopsis thaliana] 

>gi_2832633_emb_CAA16762__ (AL021711) putative protein 
[Arabidopsis thaliana] 



Seq. No. 


54269 


Seq. ID 


znt /uuyo4yub. ni 


Method 


BLAST X 


NCBI GI 


g2914703 


BLAbT score 


IbU 


E value 


3 . Oe-11 


Match length 


85 


-s identity 


4o 


NCBI Description 


(AC003974) unknown protein [Arabidopsis thaliana] 


Seq. No. 


54270 


Seq. ID 


zht /uuyo4yz0.nl 


Method 


BLASTX 


NCBI GI 


g4455330 


BLAST score 


IOC 

185 


E value 


4 . Oe-14 


Match length 


83 


•6 identity 


4 / 


NCBI Description 


(ALUJoo^o) contains EST gD:T440Qz L Arabidopsis thaliana] 


Seq. No. 


54271 


Seq. ID 


zhf700964928 .hi 


Method 


BLASTX 


NCBI GI 


gl743354 


BLAST score 


212 


E value 


3.0e-17 


Match length 


51 


% identity 


76 


NCBI Description 


(Y09876) aldehyde dehydrogenase (NAD+) [Nicotiana tabacum] 


Seq. No. 


54272 


Seq. ID 


zhf 7 00 9 64 952 . hi 


Method 


BLASTX 


NCBI GI 


gl514649 


BLAST score 


170 


E value 


2.0e-12 


Match length 


49 


% identity 


71 


inudI Description 


(X86021) potassium channel [Solanum tuberosum] 


Seq. No. 


54273 


Seq. ID 


zhf700964955.hl 


Method 


BLASTN 


NLbl bl 


glo /olyb 


BLAST score 


112 


E value 


3.0e-56 


Match length 


204 


% identity 


89 


NCBI Description 


Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 




complete cds 


Seq. No. 


54274 


Seq. ID 


zhf700964961.hl 



8966 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3935147 

310 

9.0e-29 

88 
70 

(AC005106) 



T25N20.11 [Arabidopsis thaliana] 



54275 

zhf700964981.hl 

BLASTN 

g2665839 

40 

2.0e-13 

82 
93 

Zea mays putative histone deacetylase RPD3 mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



54276 

zhf700964990.hl 

BLASTX 

g3885328 

179 

2.0e-13 

76 
41 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

54277 

zhf700965004.hl 

BLASTX 

g2369714 

192 

7.0e-25 

79 
63 

(Z97178) elongation factor 2 [Beta vulgaris] 
54278 

zhf700965016.hl 

BLASTX 

gl72764 

294 

6.0e-27 

83 
66 

(M83755) STH1 protein [Saccharomyces cerevisiae] 
54279 

zhf700965021.hl 

BLASTX 

g2108252 

151 

4.0e-19 

81 



8967 




% identity 33 

NCBI Description (Y10228) P-glycoprotein-2 [Arabidopsis thaliana] 

>gi_2108254_emb_CAA71276_ (Y10227) P-glycoprotein-2 
[ Ar abi dop sis t hal i ana ] >gi_4 53892 5_emb_CAB 3 9 6 6 1 . 1_ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54280 

zhf 700965024. hi 

BLASTN 

g217910 

44 

9.0e-16 

171 

82 

Carrot mRNA for nuclear antigen 21D7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54281 

zhf700965026.hl 

BLASTX 

g3769673 

134 

5.0e-16 

85 
66 

(AF095285) Tic20 



[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54282 

zhf700965032.hl 

BLASTX 

g2431769 

174 

7.0e-13 

49 
63 

(U62752) acidic ribosomal protein Pla 



[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54283 

zhf700965159.hl 

BLASTX 

g3128168 

338 

4.0e-32 

80 

75 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54284 

zhf700965175.hl 

BLASTN 

g3860320 

125 

4.0e-64 

256 

88 

Cicer arietinum mRNA for beta-galactosidase, 
CanBGal-5 



clone 



8968 



beq. no. 




beq. ID 


zni /uuybozi4 . ni 


Method 


BLAbTX 


NCBI GI 


g3193291 


BLAST score 


157 


E value 


9. Oe-12 


Match length 


48 


% identity 


77 


NCBI Description 


(AF069298) Similar to DNA mismatch repair protein; T14. 




[Arabidopsis thaliana] 


Seq. No. 


54286 


Seq. ID 


zhf 700965227 . hi 


Method 


BLASTX 


NCBI GI 


g4218120 


BLAST score 


157 


E value 


6. Oe-11 


Match length 


52 


% identity 


62 


NCBI Description 


(AL035353) Proline-rich APG-like protein [Arabidopsis 




thaliana] 


Seq. No. 


54287 


Seq. ID 


zhf700965264 .hi 


Method 


BLASTX 


NCBI GI 


g2244965 


BLAST score 


345 


E value 


6. 0e-33 


Match length 


81 


% identity 


84 


NCBI Description 


(Z97340) unnamed protein product [Arabidopsis thaliana^ 


Seq. No. 


54288 


Seq. ID 


zhf 700965266 . hi 


Method 


BLASTN 


NCBI GI 


g558542 


BLAST score 


37 


E value 


1. Oe-11 


Match length 


69 


% identity 


88 


NCBI Description 


G.max (Evans) mRNA for zinc-finger protein (C-terminal! 


Seq. No. 


54289 


Seq. ID 


zhf 700965273 .hi 


Method 


BLASTX 


NCBI GI 


g629592 


BLAST score 


297 


E value 


2. Oe-27 


Match length 


79 


% identity 


DO 


NCBI Description 


hypothetical protein - rape 


Seq. No. 


54290 


Seq. ID 


zhf700965275.hl 


Method 


BLASTX 


NCBI GI 


g2632254 
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II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



156 

4.0e-22 

71 

73 

(Y12465) serine/threonine kinase [Sorghum bicolor] 
54291 

zlv700807514.hl 

BLASTX 

g4417271 

438 

9.0e-44 

89 

91 

(AC007019) putative cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

54292 

zlv700807539.hl 

BLASTX 

g3080374 

270 

7.0e-24 

114 

4 

(AL022580) putative protein [Arabidopsis thaliana] 
54293 

zlv700807560.hl 

BLASTX 

gl946355 

202 

3.0e-16 

43 
81 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

54294 

zlv700807568.hl 

BLASTX 

gl38364 

474 

8.0e-48 

108 
89 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

54295 

zlv700807572.hl 

BLASTX 

gl38364 

570 



8970 



E value 
Match length 
% identity 
NCBI Description 



4.0e-59 

104 

99 

GENOME POLYPROTEIN M (CONTAINS : COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639__pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



beq. no. 




Seq. ID 


zlv700807580 . hi 


Method 


BLASTX 




yxOO Q1AQ 

gzzy /Uo 


rsiiiioi score 




E value 


7.0e-43 


Match length 


110 


% identity 


95 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


54297 


Seq. ID 


zlv700807611.hl 


Method 


BLASTX 


NCBI GI 


g3201617 


BLAST score 


149 


E value 


i . Ue-uy 


Match length 


41 


% identity 


54 


NCBI Description 


(AC004 669) hypothetic 


Seq. No. 


54298 


Seq. ID 


zlv700807614.hl 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


407 


E value 


6.0e-40 


Match length 


98 


% identity 


84 


NCBI Description 


GENOME POLYPROTEIN M 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

54299 

zlv700807631.hl 

BLASTX 

g4097880 

232 

2.0e-19 

99 

42 

(U70866) polyprotein [Bean pod mottle virus] 
54300 

zlv700807650.hl 

BLASTX 

gl38364 

500 

7.0e-51 



8971 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



112 
84 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

54301 

zlv700807651.hl 

BLASTX 

gl38364 

311 

7.0e-37 

102 

80 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


54302 


Seq. ID 


zlv700807675.hl 


Method 


BLASTX 


NCBI GI 


g3367576 


BLAST score 


252 


E value 


8.0e-22 


Match length 


95 


% identity 


52 


NCBI Description 


(AL031135) NAM / < 


Seq. No. 


54303 


Seq. ID 


zpv700756912.hl 


Method 


BLASTX 


NCBI GI 


gl26398 


BLAST score 


221 


E value 


2.0e-18 


Match length 


68 


% identity 


72 


NCBI Description 


SEED LIPOXYGENASE 



CUC2 -like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1 (L-l) >gi_2144382_pir DASYL2 

lipoxygenase (EC 1.13.11.12) 1 - soybean 
>gi_1000060_pdb_2SBL_B Lipoxygenase-1 (Soybean) 
(E.G. 1.13. 11. 12) >gi_2392632_pdb_lYGE_ Lipoxygenase-1 
(Soybean) At 100k >gi_18675_emb_CAA47717_ (X67304) 
lipoxygenase [Glycine max] >gi_295118 (J02795) 
lipoxygenase-1 [Glycine max] 

54304 

zpv700756918.hl 

BLASTX 

g4580472 

141 

6.0e-09 

45 

51 

(AC006081) DNA binding protein; similar to CDC27 and nuclear 
scaffold proteins [Arabidopsis thaliana] 



8972 





Seq. No. 


54305 




Seq. ID 


zpv/ 007 56934 . hi 




Method 


BLASTX 




NCBI GI 


gl772308 




BLAST score 


345 




E value 


7.0e-33 




Match length 


81 




% identity 


81 




NCBI Description 


(AB000169) glycimn [Glycine max] 




Seq. No. 


54306 




Seq. ID 


zpv700756958 .hi 




Method 


BLASTX 




NCBI GI 


g!21282 




BLAST score 


399 




E value 


3 . Oe-39 




Match length 


87 




% identity 


92 




NCBI Description 


BE T A- CONGL YC I N I N , BETA CHAIN PRECURSOR 






>gi 72290 pir FWSYCB beta-conglycinin beta chain - soybea: 






>gi_256427_bbs_114632 (S44893) CG4 beta-conglycinin 






[soybeans, Forrest and Dare, Peptide, 439 aa] [Glycine max 




Seq. No. 


54307 




Seq. ID 


zpv700756960 .hi 




Method 


BLASTX 




NCBI GI 


g3107931 


h 


BLAST score 


333 




E value 


2.0e-31 


:;es. 


Match length 


87 




% identity 


74 




NCBI Description 


(AB013353) UDP-glucose pyrophosphorylase [Pyrus pyrifolia] 


t£ 

.SS| 


Seq. No. 


54308 




Seq. ID 


zpv700756970.hl 




Method 


BLASTX 




NCBI GI 


g4097880 


.3 


BLAST score 


304 




E value 


4.0e-28 




Match length 


83 




% identity 


72 




NCBI Description 


(U70866) polyprotein [Bean pod mottle virus] 




Seq. No. 


54309 




Seq. ID 


zpv700756984 .hi 




Method 


BLASTX 




NCBI GI 


g3097321 




BLAST score 


262 




E value 


4.0e-23 




Match length 


76 




% identity 


68 




NCBI Description 


(AB013289) Bd 30K [Glycine max] 




Seq. No. 


54310 




Seq. ID 


zpv700757001.hl 




Method 


BLASTX 




NCBI GI 


g3337356 



8973 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



307 

2.0e-28 

61 

95 

(AC0044 81) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 



54311 

zpv700757034.hl 

BLASTX 

g3982596 

124 

5.0e-ll 

62 

54 

(AF039027) cationic peroxidase 2 



[Glycine max] 



54312 

zpv700757124.hl 

BLASTX 

gl21286 

194 

7.0e-32 

78 
76 

BE T A- CONGL YC I N I N , ALPHA' CHAIN PRECURSOR 

>gi_81769_pir B24810 beta-conglycinin alpha chain 

precursor - soybean >gi_169929 (M13759) beta-conglycinin 
storage protein [Glycine max] 

54313 

zpv700757148.hl 

BLASTX 

gl076488 

185 

8.0e-20 

78 

69 

glycinin A5A4B3 chain - soybean >gi_80655 6_emb_CAA60533_ 
(X86970) A5A4B3 subunit [Glycine soja] 

54314 

zpv700757167.hl 

BLASTX 

gl076485 

230 

3.0e-21 

56 

96 

SAM™ synthetase - chickpea (fragment) 

>gi_732576_emb_CAA59508__ (X85252) SAM-synthetase [Cicer 
arietinum] 

54315 

zpv700757242.hl 

BLASTX 

g3152566 



8974 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



198 

1.0e-15 

61 

64 

(AC002986) Similar to hypothetical protein YLR002c f 
gb_Z7314 from S. cerevisiae. [Arabidopsis thaliana] 

54316 

zpv700757252.hl 

BLASTX 

g4469008 

227 

4.0e-19 

80 

54 

(AL035602) UDP rhamnose — anthocyanidin-3-glucoside 
rhamnosyltransferase-like protein [Arabidopsis thaliana] 

54317 

zpv700757304.hl 

BLASTX 

g4097880 

333 

2.0e-31 

85 

78 

(U70866) polyprotein [Bean pod mottle virus] 
54318 

zpv700757335.hl 

BLASTX 

gl26151 

131 

3.0e-14 

65 

70 

LECTIN PRECURSOR (AGGLUTININ) (SBA) >gi_282898_pir S27365 

lectin precursor - soybean >gi_170006 (K00821) lectin 
prepeptide [Glycine max] 

54319 

zpv700757383.hl 

BLASTX 

g!21282 

291 

1.0e-26 

78 
68 

BET A-CONGL YC I N I N , BETA CHAIN PRECURSOR 

>gi_72290_pir FWSYCB beta-conglycinin beta chain - soybean 

>gi_256427__bbsJL14632 (S44893) CG4 beta-conglycinin 
[soybeans, Forrest and Dare, Peptide, 439 aa] [Glycine max] 

54320 

zpv700757475.hl 

BLASTX 

g3582333 



8975 



BLAST score 


373 


E value 


5 . Ue-ob 


Match length 


Q T 


% identity 


85 


NCBI Description 


(ALUUb^yb) nypotneticai protein 


Seq. No. 


S4J21 


C" rt rt- TT\ 

beq. ID 


zpv / uu / o / 4 y l . ni 


Method 


DT 71 CTV 


NCBI GI 


g99889 


BLAST score 


214 


E value 


1 Art 1 1 

l . Ue-i / 


Match length 


bo 


% identity 


65 


NCBI Description 


beta— conglycinin alpha chain prei 


Seq. No. 


C A O A A 


oeq* xu 


zpv /uu / j / j/y.ni 


Method 


DT 7\ CTV 

DJ_tAo 1 A 






BLAST score 


148 


E value 


8-0e-10 


Match length 


62 


% identity 


74 


NCBI Description 


GENOME POLYPROTEIN M (CONTAINS: i 



soybean 



COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54323 

zpv700757627.hl 

BLASTX 

gl21286 

391 

3.0e-38 

83 
89 

BETA-CONGLYCININ, ALPHA 1 CHAIN PRECURSOR 

>gi_81769j?ir B24810 beta-conglycinin alpha chain 

precursor - soybean >gi_169929 (M13759) beta-conglycinin 
storage protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54324 

zpv700757641.hl 

BLASTX 

g2827715 

180 

2.0e-13 

62 

63 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



54325 

zpv700757675.hl 

BLASTX 

g2196466 



8976 



1 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



115 

2.0e-10 

83 

53 

(Y13673) TATA binding protein-associated factor 
[Arabidopsis thaliana] 

54326 

zpv700757687.hl 

BLASTX 

g3891586 

263 

3.0e-23 

75 

94 

Chain B, Complex Porcine Pancreatic TrypsinSOYBEAN TRYPSIN 
Inhibitor, Orthorhombic Crystal Form 

54327 

zpv700757731.hl 

BLASTX 

gl26151 

261 

2.0e-24 

77 

96 

LECTIN PRECURSOR (AGGLUTININ) (SBA) >gi_282898_pir S27365 

lectin precursor - soybean >gi_170006 (K00821) lectin 
prepeptide [Glycine max] 

54328 

zpv700757766.hl 

BLASTX 

gl38364 

378 

9.0e-37 

78 

94 

GENOME POLYPROTEIN M {CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

54329 

zpv700757796.hl 

BLASTX 

gl076488 

142 

4.0e-19 

77 

69 

glycinin A5A4B3 chain - soybean >gi_806556_emb_CAA60533_ 
(X86970) A5A4B3 subunit [Glycine soja] 

54330 

zpv700757806.hl 
BLASTX 



8977 



NCBI GI 


g4249568 


BLAST score 


195 


E value 


z . ue io 


waxen iengr.n 


ft 9 
o z 


% identity 


C 1 

ol 


nudi Description 




Seq. No. 




beq. ili 


zp V / UU / J / OJ / » I IX 


Method 


bLAbl A 


NCBI GI 


g99889 


BLAST score 


175 


E value 


0 . u e 1 j 


Matcri lengtn 


o4 


% identity 


4 / 


NCBI Description 


D6La COngiycmin dipilcl OilciXIi picLUioui * 


beq. No. 


0 4 jjZ 


beq* iJJ 


Zp V / UU / J / OOj .111 


Method 


BLAb I A 


NCBI GI 


glzlz /o 


BLAST score 


A A 

302 


E value 


/ . ue-zo 


Match length 


55 


% identity 


100 


NCBI Description 


GLYCININ CjJ rKLOUKbUK [UUJNiAlJNb. (all lUllNlJN 


bLlLlNlN b bUrSUNliJ -^gi ol / /o_pix DU40U0 




soybean >gi lobiy emr> LAAoozi / iaioizo) < 




G3 [Glycine max] 


Seq. No. 


54333 


Seq. ID 


ZpV /UU/O/o/1. ni 


Method 


BLAb T A 


NCBI GI 


g4191814 


BLAST score 


225 


E value 


Q A 1 Q 


Matcn lengrn 


Q Q 


% identity 


0 £ 
00 


NCBI Description 


(AhSUUoboU; alpna suduiiii. or Deia congiyc 


Seq. No. 


34 oo4 


oeq. iu 


7mr7fl07 hi 

ipv / VJ U / *j S _?W± * 11X 


Method 


BLASTX 


NCBI GI 


g4220462 


BLAST score 


156 


E value 


6.0e-18 


Match length 


58 



- soybean 



% identity 

NCBI Description 



86 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF_0004 6 
and bZIP PF 00170 domains. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI , 
BLAST score 



54335 

zpv700757905.hl 

BLASTX 

g2267567 

170 



8978 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-12 

49 
67 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 



54336 

zpv700757938.hl 

BLASTX 

g2664214 

122 

3.0e-09 

75 

45 

(AJ222646) G2484- 



1 [Arabidopsis thaliana] 



54337 

zpv700757965.hl 

BLASTX 

g72296 

248 

3.0e-42 

92 

99 

glycinin chain AlaBx precursor - soybean 
>gi_18615_emb__CAA26723_ (X02985) glycinin precursor 
[Glycine max] 

54338 

zpv700757985.hl 

BLASTX 

gl21277 

206 

2.0e-24 

66 

89 

GLYCININ G2 PRECURSOR [CONTAINS: GLYCININ A2 SUBUNIT; 

GLYCININ B1A SUBUNIT] >gi_99908_pir S11002 glycinin G2 

precursor - soybean >gi_255222_bbs_112931 glycinin G2 
subunit [soybeans, Peptide, 485 aa] >gi__18637_emb_CAA33216_ 

(X15122) glycinin subunit G2 [Glycine max] 
>gi_218265_dbj_BAA00154_ (D00216) glycinin A2Bla subunit 

[Glycine max] >gi_295800_emb_CAA684 60_ (Y00398) glycinin 

[Glycine max] >gi_225863_prf 1402179A glycinin A2Bla 

[Glycine max] 

54339 

zpv700758010.hl 

BLASTX 

g2270994 

220 

3.0e-18 

81 
57 

(AF004809) Ca+2-binding EF hand protein [Glycine max] 



8979 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54340 

zpv700758019.hl 

BLASTX 

g4115377 

210 

4.0e-17 

85 
49 

(AC005967) unknown protein [Arabidopsis thaliana] 
54341 

zpv700758126.hl 

BLASTX 

gl076488 

244 

3.0e-22 

70 

80 

glycinin A5A4B3 chain - soybean >gi_806556_emb_CAA60533_ 
(X8 6970) A5A4B3 subunit [Glycine soja] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54342 

zpv700758127.hl 

BLASTX 

gl21277 

291 

1.0e-26 

75 
77 

GLYCININ G2 PRECURSOR [CONTAINS: GLYCININ A2 SUBUNIT; 

GLYCININ B1A SUBUNIT] >gi_99908_pir S11002 glycinin G2 

precursor - soybean >gi_255222_bbs_112931 glycinin G2 
subunit [soybeans, Peptide, 485 aa] >gi_18637_emb_CAA3321( 

(X15122) glycinin subunit G2 [Glycine max] 
>gi_218265__dbj_BAA00154_ (D00216) glycinin A2Bla subunit 

[Glycine max] >gi_295800_emb_CAA684 60_ (Y00398) glycinin 

[Glycine max] >gi_225863_prf 1402179A glycinin A2Bla 

[Glycine max] 



Seq. No. 


54343 


Seq. ID 


zpv700758133.hl 


Method 


BLASTX 


NCBI GI 


g3097321 


BLAST score 


158 


E value 


5.0e-15 


Match length 


58 


% identity 


79 


NCBI Description 


(AB013289) Bd 30K [Glycine max] 


Seq. No. 


54344 


Seq. ID 


zpv700758170.hl 


Method 


BLASTX 


NCBI GI 


gl21277 


BLAST score 


221 


E value 


2.0e-31 


Match length 


78 


% identity 


82 



8980 



NCBI Description 



GLYCININ G2 PRECURSOR [CONTAINS: GLYCININ A2 SUBUNIT; 

GLYCININ B1A SUBUNIT] >gi_99908__pir S11002 glycinin G2 

precursor - soybean >gi_255222_bbs_112931 glycinin G2 
subunit [soybeans, Peptide, 485 aa] >gi_18 637_emb_CAA33216_ 
(X15122) glycinin subunit G2 [Glycine max] 
>gi_218265__dbj_BAA00154_ (D00216) glycinin A2Bla subunit 
[Glycine max] >gi_295800_emb_CAA684 60_ (Y00398) glycinin 

[Glycine max] >gi_225863_prf 1402179A glycinin A2Bla 

[Glycine max] 



Seq. No. 


54345 


Seq. ID 


zpv700758251.hl 


Method 


BLASTX 


NCBI GI 


g229708 


BLAST score 


346 


E value 


3.0e-33 


Match length 


73 


% identity 


88 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


54346 


Seq. ID 


zpv700758339.hl 


Method 


BLASTX 


NCBI GI 


g4191814 




239 


E value 


2.0e~20 


Match length 


44 


% identity 


100 


NCBI Description 


(AB008680) alpha 1 subi 


Seq. No. 


54347 


Seq. ID 


zpv700758364.hl 


Method 


BLASTX 


NCBI GI 


g2305020 


BLAST score 


316 


E value 


1.0e-29 


Match length 


81 


% identity 


75 


NCBI Description 


(AF005030) 2S albumin 




>gi__4097896 (071195) ] 


Seq. No. 


54348 


Seq. ID 


zpv700758434.hl 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


311 


E value 


7.0e-29 


Match length 


88 


% identity 


75 



subunit of beta-conglycinin [Glycine max 



[Glycine max] 



NCBI Description 



GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus {strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 
Method 



54349 

zpv700758447.hl 
BLASTX 



8981 




NCBI GI g72295 
BLAST score 251 
E value 7.0e-22 
Match length 89 
% identity 63 

NCBI Description glycinin chain A2Bla precursor - soybean 

>gi_18609_ernb_CAA26575_ (X02806) A2Bla precursor [Glycine 

max] >gi_224569_prf 1109177A glycinin A2B1A precursor 

[Glycine max] 

Seq. No. 54350 

Seq. ID zpv700758647.hl 

Method BLASTX 

NCBI GI g4097880 

BLAST score 219 

E value 4.0e-18 

Match length 104 

% identity 64 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 
54351 

zpv700758656.hl 
BLASTX 
g!21282 
226 

6.0e-19 

87 
56 

BETA-CONGLYCININ, BETA CHAIN PRECURSOR 

>gi_72290_pir FWSYCB beta-conglycinin beta chain - soybean 

>gi~256427_bbs_114632 (S44893) CG4 beta-conglycinin 
[soybeans, Forrest and Dare, Peptide, 439 aa] [Glycine max] 



Seq. No. 54352 

Seq. ID zpv700758667.hl 

Method BLASTX 

NCBI GI g4210948 

BLAST score 148 

E value 5.0e-10 

Match length 35 

% identity 83 

NCBI Description (AF085275) DnaJ protein [Hevea brasiliensis] 

Seq. No. 54353 

Seq. ID zpv700758711.hl 

Method BLASTX 

NCBI GI g4097880 

BLAST score 222 

E value 2.0e-18 

Match length 81 

% identity 57 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 54354 

Seq. ID zpv700758729.hl 

Method BLASTX 

NCBI GI gl21279 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8982 



BLAST score 141 
E value 5.0e-09 
Match length 73 
% identity 47 

NCBI Description GLYCININ G4 PRECURSOR [CONTAINS: GLYCININ A5 SUBUNIT; 
GLYCININ A4 SUBUNIT; GLYCININ B3 SUBUNIT] 

>gi_72297_pir FWSYG5 glycinin chain A5A4B3 precursor - 

soybean >giJ732706_emb_CAA26478_ (X02626) A5A4B3 subunits 
precursor (aa -23 to 539) [Glycine max] 

54355 

zpv700758747.hl 
BLASTX 
gl38364 
420 

1.0e-41 
99 
83 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

54356 

zpv700758769.hl 
BLASTX 
gl21276 
386 

1.0e-37 

92 
83 

GLYCININ Gl PRECURSOR [CONTAINS: GLYCININ A1A SUBUNIT; 

GLYCININ BX SUBUNIT] >gi_99907_pir S10851 glycinin Gl 

precursor - soybean >gi_2 5522 l_bbs_112 930 glycinin Gl 
subunit [soybeans, Peptide, 4 95 aa] >gi_18635_emb_CAA33215 
(X15121) glycinin subunit Gl [Glycine max] >gi_169973 
(M36686) glycinin A-la-B-x subunit [Glycine max] 



Seq. No. 


54357 


Seq. ID 


zpv700758774.hl 


Method 


BLASTX 


NCBI Gl 


g4097880 


BLAST score 


201 


E value 


5.0e-16 


Match length 


47 


% identity 


83 


NCBI Description 


(U70866) polyprotein [Bean pod mottle virus] 


Seq. No. 


54358 


Seq. ID 


zpv700758821.hl 


Method 


BLASTX 


NCBI Gl 


g4415937 


BLAST score 


272 


E value 


3.0e-24 


Match length 


83 


% identity 


59 


NCBI Description 


(AC006418) hypothetical protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI Gl 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI Gl 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8983 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54359 

zpv700758907.hl 

BLASTX 

gl334163 

400 

2.0e-39 

79 

100 

(X06984) aldolase 



C (AA 1-362) [Rattus norvegicus] 



Seq. No. 
Seq. ID 



54360 

zpv700758920.hl 

BLASTX 

g4097880 

299 

1.0e-27 

77 
77 

(U70866) polyprotein [Bean pod mottle virus] 
54361 

zpv700758940.hl 

BLASTX 

g4097880 

410 

1.0e-40 

79 

97 

(U70866) polyprotein [Bean pod mottle virus] 
54362 

zpv700758963.hl 

BLASTX 

g4097880 

396 

5.0e-39 

77 

99 

(U70866) polyprotein [Bean pod mottle virus] 
54363 

zpv700759016.hl 

BLASTX 

gl21279 

208 

6.0e-17 

72 
58 

GLYCININ G4 PRECURSOR [CONTAINS: GLYCININ A5 SUBUNIT; 
GLYCININ A4 SUBUNIT; GLYCININ B3 SUBUNIT] 

>gi_722 97_pir FWSYG5 glycinin chain A5A4B3 precursor - 

soybean >giJ7 32706_emb_CAA26478_ (X02626) A5A4B3 subunits 
precursor (aa -23 to 539) [Glycine max] 

54364 

zpv700759027.hl 



8984 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl21282 

163 

1.0e-ll 

76 

64 

BETA-CONGLYCININ, BETA CHAIN PRECURSOR 

>gi_72290_pir FWSYCB beta-conglycinin beta chain - soybean 

>gi_256427Jobs_114632 (S44893) CG4 beta-conglycinin 
[soybeans, Forrest and Dare, Peptide, 439 aa] [Glycine max] 





Seq. No. 


54365 




Seq. ID 


zpv700759029.hl 




Method 


BLASTX 




NCBI GI 


g3097321 




BLAST score 


293 




E value 


9.0e-27 




Match length 


60 




% identity 


93 




NCBI Description 


(AB013289) Bd 30K [Glycine max] 




Seq. No. 


54366 




Seq. ID 


zpv700759037.hl 




Method 


BLASTX 




NCBI GI 


gl38364 




BLAST score 


316 




E value 


9.0e-31 




Match length 


86 




% identity 


76 




NCBI Description 


GENOME POLYPROTEIN M (CONTAINS: 



COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54367 

zpv700759066.hl 

BLASTX 

gl26078 

222 

2.0e-18 

60 

43 

LATE EMBRYOGENESIS ABUNDANT PROTEIN D-34 (LEA D-34) 

>gi_81554_pir S04046 embryonic abundant protein gD-34 - 

upland cotton >giJL8501_ernb__CAA31594_ (X13206) D-34 Lea 
protein [Gossypium hirsutum] >gi_167385 (M19389) storage 

protein [Gossypium hirsutum] >gi_226556_prf 1601521F Lea 

D-34 gene [Saguinus oedipus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



54368 

zpv700759079.hl 

BLASTX 

gl21276 

313 

3.0e-29 

84 

76 



8985 



NCBI Description GLYCININ Gl PRECURSOR [CONTAINS: GLYCININ A1A SUBUNIT; 

GLYCININ BX SUBUNIT] >gi_99907_pir S10851 glycinin Gl 

precursor - soybean >gi_255221_bbs_112930 glycinin Gl 
subunit [soybeans, Peptide, 495 aa] >gi_18635_errib_CAA33215_ 
(X15121) glycinin subunit Gl [Glycine max] >gi_169973 
(M36686) glycinin A-la-B-x subunit [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI Gl 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI Gl 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI Gl 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI Gl 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI Gl 



54369 

zpv700759111.hl 

BLASTX 

g2305020 

185 

3.0e-14 

78 

51 

(AF005030) 2S albumin pre-propeptide [Glycine max] 
>gi_4097896 (U71195) napin-type 2S albumin 3 [Glycine max] 

54370 

zpv700759156.hl 

BLASTX 

gl401240 

226 

5.0e-19 

66 

71 

(U59425) 7S seed globulin precursor [Glycine max] 
54371 

zpv700759162.hl 

BLASTX 

gl38364 

298 

1.0e-27 

76 

75 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

54372 

zpv700759315.hl 

BLASTX 

g3176668 

267 

3.0e-24 

80 

67 

(AC004393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare. ESTs gb_Z34728, gb_F19974, gb_T75677 and 
gb_Z33937 come from this gene. [Arabidopsis thaliana] 

54373 

zpv700759326.hl 

BLASTX 

g4097880 



8986 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



437 

1.0e-43 

87 
95 

(U70866) polyprotein [Bean pod mottle virus] 
54374 

zpv700759451.hl 

BLASTX 

g4097880 

156 

6.0e-ll 

32 
94 

(U70866) polyprotein [Bean pod mottle virus] 
54375 

zpv700759469.hl 

BLASTX 

gl21282 

208 

4.0e-17 

57 
65 

BETA-CONGLYCININ, BETA CHAIN PRECURSOR 

>gi_72290_pir FWSYCB beta-conglycinin beta chain - soybean 

>gi~256427_bbsJL14632 (S44893) CG4 beta-conglycinin 
[soybeans, Forrest and Dare, Peptide, 439 aa] [Glycine max] 

54376 

zpv700759473.hl 

BLASTX 

gl21282 

214 

6.0e-28 

83 

82 

BETA-CONGLYCININ, BETA CHAIN PRECURSOR 

>gi_72290_pir FWSYCB beta-conglycinin beta chain - soybean 

>gi~256427_bbs_114632 (S44893) CG4 beta-conglycinin 
[soybeans, Forrest and Dare, Peptide, 439 aa] [Glycine max] 

54377 

zpv700759479.hl 

BLASTX 

gl21277 

226 

5.0e-19 

57 

82 

GLYCININ G2 PRECURSOR [CONTAINS: GLYCININ A2 SUBUNIT; 

GLYCININ B1A SUBUNIT] >gi_99908_pir S11002 glycinin G2 

precursor - soybean >gi_255222_bbs_112931 glycinin G2 
subunit [soybeans, Peptide, 485 aa] >gi_18637_emb_CAA33216_ 

(X15122) glycinin subunit G2 [Glycine max] 

>gi 218265_dbj_BAA00154_ (D00216) glycinin A2Bla subunit 

[Glycine max] >gi 295800_emb_CAA68460__ (Y00398) glycinin 



8987 



Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Glycine max] >gi_225863_prf 1402179A glycinin A2Bla 

[Glycine max] 

54378 

zpv700759504.hl 

BLASTX 

g3080420 

183 

5.0e-14 

69 

57 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 

54379 

zpv700759526.hl 

BLASTX 

g!21282 

346 

5.0e-33 

84 

86 

BETA-CONGLYCININ, BETA CHAIN PRECURSOR 

>gi 72290_pir FWSYCB beta-conglycinin beta chain - soybean 

>gi~256427_bbs__114 632 (S44893) CG4 beta-conglycinin 
[soybeans, Forrest and Dare, Peptide, 439 aa] [Glycine max] 





Seq. No. 


54380 




Seq. ID 


zpv700759527.hl 




Method 


BLASTX 




NCBI GI 


g229708 




BLAST score 


234 




E value 


6.0e-20 




Match length 


72 




% identity 


62 




NCBI Description 


Bean pod mottle virus 




Seq. No. 


54381 




Seq. ID 


zpv700759539.hl 




Method 


BLASTX 




NCBI GI 


g3600033 




BLAST score 


260 




E value 


5.0e-23 




Match length 


80 




% identity 


66 




NCBI Description 


(AF080119) contains s. 






the El protein (Pfam: 






thaliana] 




Seq. No. 


54382 




Seq. ID 


zpv700759544.hl 




Method 


BLASTX 




NCBI GI 


g729442 




BLAST score 


245 




E value 


3.0e-21 




Match length 


81 




% identity 


42 



El N.hmm, score 



N terminal domain of 
; 12.36) [Arabidopsis 



8988 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR 
>gi_166380 (M80235) glucose-regulated endoplasmic reticular 
protein precursor [Medicago sativa] 

54383 

zpv700759555.hl 

BLASTX 

g!38364 

178 

3.0e-13 

78 
62 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus {strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

54384 

zpv700759584.hl 

BLASTX 

g4249566 

181 

6.0e-14 

50 
72 

(AB003680) glycinin [Glycine max] 
54385 

zpv700759588.hl 

BLASTX 

g3176709 

158 

5.0e-ll 

73 
41 

(AC002392) putative anthranilate 

N-hydroxycinnamoyl/benzoyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



54386 

zpv700759642.hl 
BLASTX 
.g4097880 
357 

1.0e-34 

71 
96 

(U70866) polyprotein [Bean pod mottle virus] 
54387 

zpv700759745.hl 

BLASTX 

g4191814 

138 

1.0e-08 

47 
64 



8989 



NCBI Description (AB008680) alpha 1 subunit of beta-conglycinin [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



54388 

zpv700759793.hl 

BLASTX 

g2317900 

449 

4.0e-45 

86 

100 

(U89693) Sali3-2 [Glycine max] 
54389 

zpv700759813.hl 

BLASTX 

g3097321 

328 

7.0e-31 

63 

97 

(AB013289) Bd 30K [Glycine max] 
54390 

zpv700759833.hl 

BLASTX 

g992917 

232 

7.0e-20 

44 

98 

(L42814) acetyl CoA carboxylase [Glycine max] 
54391 

zpv700759858.hl 

BLASTX 

g99889 

252 

4.0e-22 

89 

63 

beta-conglycinin alpha chain precursor - soybean 
54392 

zpv700759874.hl 

BLASTX 

g99889 

248 

2.0e-21 

74 

65 

beta-conglycinin alpha chain precursor - soybean 



54393 

zpv700759882.hl 

BLASTX 

g4097880 

274 



8990 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-25 

67 

84 

(U70866) polyprotein [Bean pod mottle virus] 
54394 

zpv700759978.hl 

BLASTX 

g!21276 

298 

2.0e-27 

60 

95 

GLYCININ Gl PRECURSOR [CONTAINS: GLYCININ A1A SUBUNIT; 

GLYCININ BX SUBUNIT] >gi_99907__pir S10851 glycinin Gl 

precursor - soybean >gi_255221_bbs_112930 glycinin Gl 
subunit [soybeans, Peptide, 495 aa] >gi_18 635_emb_CAA33215_ 
(X15121) glycinin subunit Gl [Glycine max] >gi_169973 
(M36686) glycinin A-la-B-x subunit [Glycine max] 





Seq. No. 


54395 




Seq. ID 


zpv700760001.hl 


[ft 


Method 


BLASTX 




NCBI GI 


g3250687 




BLAST score 


200 




E value 


7.0e-16 




Match length 


69 




% identity 


57 




NCBI Description 


(AL024486) putative LTF 






[Arabidopsis thaliana] 




Seq. No. 


54396 




Seq. ID 


zpv700760010.hl 




Method 


BLASTX 




NCBI GI 


g229708 




BLAST score 


207 




E value 


7.0e-17 




Match length 


65 




% identity 


72 




NCBI Description 


Bean pod mottle virus 




Seq. No. 


54397 




Seq. ID 


zpv700760075.hl 




Method 


BLASTX 




NCBI GI 


gl771160 




BLAST score 


188 




E value 


1.0e-14 




Match length 


55 




% identity 


67 




NCBI Description 


(X98929) SBT1 [Lycoperj 



(fragment) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi__3687305_emb_CAA06999_ (AJ006378) 
protease [Lycopersicon esculentum] 

54398 

zpv700760087.hl 

BLASTX 

g4097880 



subtilisin-like 



8991 



# 



BLAST score 182 

E value 5.0e-14 

Match length 35 

% identity 100 , 
NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 54399 

Seq. ID zpv700760090.hl 

Method BLASTX 

NCBI GI gl076488 

BLAST score 114 

E value 6.0e-14 

Match length 66 



NCB^Description glycinin A5A4B3 chain - soybean >gi_806556__emb_CAA60533_ 
(X86970) A5A4B3 subunit [Glycine soja] 



Seq. No. 54400 

Seq. ID zpv700760110.hl 

Method BLASTX 

NCBI GI g736002 

BLAST score 368 

E value 1.0e-35 

Match length 84 

% identity 83 

NCBI Description (X79467) A3B4 subunit [Glycine soja] 



Seq. No. 54401 

Seq. ID zpv700760117.hl 

Method BLASTX 

NCBI GI gll97636 

BLAST score 153 

E value 2.0e-10 

Match length 55 

% identity 56 

NCBI Description (U46838) pl05MCM [Homo sapiens] 

Seq. No. 54402 

Seq. ID zpv700760273.hl 

Method BLASTX 

NCBI GI g4097880 

BLAST score 462 

E value 1.0e-46 

Match length 90 

% identity 97 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 54403 

Seq. ID zpv700760275.hl 

Method BLASTX 

NCBI GI g434061 

BLAST score 318 

E value 1.0e-29 

Match length 78 

% identity 78 

NCBI Description (D16107) basic 7S globulin [Glycine max] 



8992 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54404 

zpv700760282.hl 

BLASTX 

g99909 

327 

9.0e-31 

60 

100 

glycinin G3 precursor - soybean >gi_255223_bbs_112932 
glycinin G3 subunit [soybeans, Peptide, 484 aa] 

54405 

zpv700760302.hl 

BLASTX 

gl38364 

203 

1.0e-26 

93 

89 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >giJ75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

54406 

zpv700760348.hl 

BLASTX 

g3097321 

268 

7.0e-24 

53 

94 

(AB013289) Bd 30K [Glycine max] 
54407 

zpv700760364.hl 

BLASTX 

g736002 

351 

1.0e-33 

74 

85 

(X79467) A3B4 subunit [Glycine soja] 
54408 

zpv700760432.hl 

BLASTX 

gl21277 

350 

2.0e-33 

78 

86 

GLYCININ G2 PRECURSOR [CONTAINS: GLYCININ A2 SUBUNIT; 

GLYCININ B1A SUBUNIT] >gi_99908_pir S11002 glycinin G2 

precursor - soybean >gi_255222_bbs_112931 glycinin G2 
subunit [soybeans, Peptide, 485 aa] >gi_18637__emb_CAA3321( 
(X15122) glycinin subunit G2 [Glycine max] 



8993 



>gi_218265_dbj_BAA00154_ (D00216) glycinin A2Bla subunit 
[Glycine max] >gi_295800_emb_CAA684 60_ (Y00398) glycinin 

[Glycine max] >gi_225863_prf 1402179A glycinin A2Bla 

[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54409 

zpv700760504.hl 

BLASTX 

gll2857 

403 

1.0e-39 

91 

96 

BASIC 7S GLOBULIN PRECURSOR >gi_817 66_pir S06750 basic 7S 

globulin precursor - soybean >gi_18543_emb_CAA34489_ 
(X16469) precursor (AA -24 to 403) [Glycine max] 



Seq. No. 


54410 


Seq. ID 


zpv700760540.hl 


Method 


BLASTX 


NCBI GI 


g4249566 


BLAST score 


263 


E value 


3.0e-23 


Match length 


73 


% identity 


73 


NCBI Description 


(AB003680) glyc 


Seq. No. 


54411 


Seq. ID 


zpv700760551-hl 


Method 


BLASTX 


NCBI GI 


g3108053 


BLAST score 


164 


E value 


6.0e-12 


Match length 


64 


% identity 


67 


NCBI Description 


(AF056326) myo- 




ma ys] 


Seq. No. 


54412 


Seq* ID 


zpv70076G561.hl 


Method 


BLASTX 


NCBI GI 


g282901 


BLAST score 


176 


E value 


2.0e-13 


Match length 


37 


% identity 


89 



[Glycine max] 



inositol 1-phosphate synthase; INOl [ZSea 



NCBI Description 



maturation-associated protein MAT9 - soybean >gi_170024 
(M94012) maturation-associated protein [Glycine max] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



54413 

zpv700760605.hl 

BLASTX 

g4006895 

173 

1.0e-12 

45 

69 



8994 



II 



NCBI Description (Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54414 

zpv700760610.hl 

BLASTX 

g3738289 

156 

5.0e-14 

90 

49 

(AC005309) Not56-like protein [Arabidopsis thaliana] 
54415 

zpv700760632.hl 

BLASTX 

g99910 

305 

4.0e-28 

82 
72 

glycinin G4 precursor - soybean >gi_255224_bbs_112933 
glycinin G4 subunit [soybeans, Peptide, 560 aa] 

54416 

zpv700760640.hl 

BLASTX 

g4097880 

241 

4.0e-38 

91 

90 

(U70866) polyprotein [Bean pod mottle virus] 
54417 

zpv700760651.hl 

BLASTX 

gl38364 

269 

5.0e-24 

83 

67 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

54418 

zpv700760659.hl 

BLASTX 

g719291 

369 

1.0e-35 

86 

83 

(U19134) unknown [Arabidopsis thaliana] 

>gi_1095007_prf 2107236A SABRE gene [Arabidopsis thaliana] 



8995 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54419 

zpv700760679.hl 

BLASTX 

g4263717 

171 

8.0e-17 

56 
79 

(AC006223) putative inositol polyphosphate 5-phosphatase 
[Arabidopsis thaliana] 



54420 

zpv700760766.hl 

BLASTX 

g2980762 

203 

3.0e-16 

56 
66 

(AL022198) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



54421 

zpv700760813.hl 

BLASTX 

g4210504 

157 

4.0e-ll 

49 

55 

(AC002392) putative cadmium- transporting ATPase 
[Arabidopsis thaliana] 

54422 

zpv700760922.hl 

BLASTX 

gl21286 

205 

1.0e-16 

56 

75 

BETA- CONGL YC INI N , ALPHA 1 CHAIN PRECURSOR 

>gi_81769_pir B24810 beta-conglycinin alpha chain 

precursor - soybean >gi_169929 (M13759) beta-conglycinin 
storage protein [Glycine max] 

54423 

zpv700760935.hl 

BLASTX 

g4097880 

176 

4.0e-17 

82 

62 

(U70866) polyprotein [Bean pod mottle virus] 
54424 

zpv700760964.hl 



8996 



Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


199 


E value 


1 . Oe-27 


Match length 


76 


% identity 


87 


NCBI Description 


(U70866) polyprotein [Bean pod mottle virus] 


Seq. No. 


54425 


Seq. ID 


zpv/007 60 9 lb . nl 


Method 


BLASTX 


NCBI GI 


g2317900 


BLAST score 


301 


E value 


5 . Oe-28 


Match length 


62 


% identity 


90 


NCBI Description 


(U89693) Salio-z [Glycine max] 


Seq* No. 


54426 


Seq. ID 


zpv 700 / oU9oz . nl 


Method 


BLASTX 


NCBI GI 


g3097321 


BLAST score 


210 


E value 


4 . Oe-17 


Match length 


53 


% identity 


81 


NCBI Description 


(AB013289) Bd 30K [Glycine max] 


Seq. No. 


54427 


Seq. ID 


zpv700761002 .hi 


Method 


BLASTX 


NCBI GI 


g82114 


BLAST score 


152 


E value 


3.0e-10 


Match length 


63 


% identity 


56 


NCBI Description 


wound-induced protein - tomato (fragment) 




>gi 19320 emb CAA42537 (X59882) wound induced 




[Lycopersicon esculentum] 


Seq. No. 


54428 


Seq. ID 


zpv7 007 61005 .hi 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


230 


E value 


1.0e-19 


Match length 


48 


% identity 


88 


NCBI Description 


(U70866) polyprotein [Bean pod mottle virus] 


Seq. No. 


54429 


Seq. ID 


zpv7007 61030 . nl 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


380 


E value 


5.0e-37 


Match length 


87 



8997 



• 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

(U70866) polyprotein [Bean pod mottle virus] 
54430 

zpv700761088.hl 

BLASTX 

gl38364 

426 

2.0e-42 

86 
100 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

54431 

zpv700761113.hl 

BLASTX 

g99889 

273 

2.0e-24 

84 

63 

beta-conglycinin alpha chain precursor - soybean 
54432 

zpv700761173.hl 

BLASTX 

g2605510 

340 

2.0e-32 

82 

87 

(AB008678) alpha subunit of beta conglycinin [Glycine max] 
54433 

zpv700761183.hl 

BLASTX 

g3097321 

307 

2.0e-28 

70 

79 

(AB013289) Bd 30K [Glycine max] 
54434 

zpv700761235.hl 

BLASTX 

g4097880 

128 

1.0e-10 

84 

40 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 



54435 



8998 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



zpv700761316.hl 

BLASTX 

g434061 

201 

5.0e-16 

71 
62 

(D16107) basic 7S globulin [Glycine max] 



54436 

zpv700761348.hl 

BLASTX 

gl076678 

343 

9.0e-33 

70 

99 

ubiquitin / ribosomal protein S27a 



potato (fragment) 



54437 

zpv700761360.hl 

BLASTX 

g4539340 

221 

2.0e-18 

45 
84 

(AL035539) putative protein [Arabidopsis thaliana] 
54438 

zpv700761361.hl 

BLASTX 

gl38364 

399 

3.0e-39 

83 
90 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

54439 

zpv700761394.hl 

BLASTX 

g3097321 

255 

2.0e-22 

54 

91 

(AB013289) Bd 30K [Glycine max] 
54440 

zpv700761521.hl 

BLASTX 

g99889 

239 



8999 



• 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-20 

63 

71 

beta-conglycinin alpha chain precursor 
54441 

zpv700761573.hl 

BLASTX 

g225651 

361 

9.0e-35 

69 

97 

Glycinin AlaBx [Glycine max] 



54442 

zpv700761656.hl 

BLASTX 

g2129753 

328 

6.0e-31 

76 

83 

threonine synthase (EC 4.2.99.2) 
thaliana (fragment) >gi__1448 917 
[Arabidopsis thaliana] 



soybean 



precursor - Arabidopsis 
;L41666) threonine synthase 



54443 

zpv700761690.hl 

BLASTX 

g2305020 

378 

8.0e-37 

81 

89 

(AF005030) 2S albumin pre-propeptide [Glycine max] 
>gi_4097896 (U71195) napin-type 2S albumin 3 [Glycine max] 

54444 

zpv700761727.hl 

BLASTX 

g68821 

344 

1.0e-32 

93 

62 

trypsin inhibitor C (Kunitz) - soybean 

>gi_354136_prf 1108235C inhibitor Tic, trypsin [Glycine 

max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



54445 

zpv700761968.hl 

BLASTX 

g736002 

389 

3.0e-38 
76 



9000 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X79467) A3B4 subunit [Glycine soja] 
54446 

zpv700761974.hl 

BLASTX 

g4097880 

393 

1.0e-38 

77 
97 

(U708 66) polyprotein [Bean pod mottle virus] 
54447 

zpv700762016.hl 

BLASTX 

g4097880 

471 

1.0e-47 

90 
99 

(U70866f polyprotein [Bean pod mottle virus] 
54448 

zpv700762072.hl 

BLASTX 

g4097880 

371 

5.0e-36 

78 

95 

(U70866) polyprotein [Bean pod mottle virus] 
54449 

zpv700762082.hl 

BLASTX 

g2623298 

182 

8.0e-14 

37 

92 

(AC002409) putative 4-alpha-glucanotransferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



54450 

zpv700762120.hl 

BLASTX 

g4097880 

409 

2.0e-40 

79 

99 

(U70866) polyprotein [Bean pod mottle virus] 
54451 

zpv700762123.hl 
BLASTX 



9001 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g99889 
239 

1.0e-20 

63 

71 

beta-conglycinin alpha chain precursor - soybean 
54452 

zpv700762169.hl 

BLASTX 

g3319357 

283 

8.0e-26 

76 

74 

(AF077407) contains similarity to phosphoenolpyruvate 
synthase (ppsA) {GB: AE001056) [Arabidopsis thaliana] 

54453 

zpv700762182.hl 

BLASTX 

g548900 

200 

5.0e-16 

63 
41 

SUCROSE-BINDING PROTEIN PRECURSOR (SBP) 

>gi_322691_pir JQ1730 62K sucrose-binding protein 

precursor - soybean >gi_170064 (L06038) glucose binding 
protein [Glycine max] 

54454 

zpv700762218.hl 

BLASTX 

g2605512 

160 

9.0e-22 

58 

97 

(AB008679) beta subunit of beta conglycinin [Glycine max] 
54455 

zpv700762223.hl 

BLASTX 

g549316 

175 

9.0e-20 

75 

64 

GENOME POLYPROTEIN B (CONTAINS: PROTEASE COFACTOR, MEMBRANE 
BINDING PROTEIN, VPG, PROTEASE , RNA POLYMERASE 

>gi_419503_pir A44214 genome polyprotein 1 - cowpea 

mosaic virus 



severe 



Seq. No. 
Seq. ID 
Method 



54456 

zpv700762282.hl 
BLASTX 



9002 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl38364 
138 

7.0e-12 

73 
72 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >giJ75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky GI) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

54457 

zpv700762284.hl 

BLASTX 

g2305020 

239 

5.0e-28 

75 

88 

(AF005030) 2S albumin pre-propeptide [Glycine max] 
>gi_4097896 (U71195) napin-type 2S albumin 3 [Glycine max] 



Seq. No. 


54458 


Seq. ID 


zpv700762294.hl 


Method 


BLASTX 


NCBI GI 


g99889 


BLAST score 


192 


E value 


2.0e-18 


Match length 


64 


% identity 


65 


NCBI Description 


beta-conglycinin alpha chain precursor - soybean 


Seq. No. 


54459 


Seq. ID 


zpv700762350.hl 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


149 


E value 


4.0e-10 


Match length 


37 


% identity 


84 


NCBI Description 


(Z97178) elongation factor 2 [Beta vulgaris] 


Seq. No. 


54460 


Seq, ID 


zpv700762355.hl 


Method 


BLASTX 


NCBI GI 


g99889 


BLAST score 


236 


E value 


3.0e-20 


Match length 


74 


% identity 


62 


NCBI Description 


beta-conglycinin alpha chain precursor - soybean 


Seq. No. 


54461 


Seq. ID 


zpv700762391.hl 


Method 


BLASTX 


NCBI GI 


g2605510 


BLAST score 


211 


E value 


2.0e-17 



9003 



Match length 

% identity 

NCBI Description 



61 
77 

(AB008678) alpha subunit of beta conglycinin [Glycine max] 



Seq. No. 54462 

Seq. ID zpv700762429.hl 

Method BLASTX 

NCBI GI g99889 

BLAST score 189 

E value 9.0e-17 

Match length 62 

% identity 66 

NCBI Description beta-conglycinin alpha chain precursor - soybean 

Seq. No. 54463 

Seq. ID zpv700762490.nl 

Method BLASTX 

NCBI GI g4097880 

BLAST score 202 

E value 1.0e-33 

Match length 79 

% identity 95 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 


54464 




Seq. ID 


zpv700762503.hl 




Method 


BLASTX 




NCBI GI 


g229708 




BLAST score 


203 




E value 


3.0e-16 




Match length 


74 




% identity 


73 




NCBI Description 


Bean pod mottle virus 




Seq. No. 


54465 




Seq. ID 


zpv700762533.hl 




Method 


BLASTX 




NCBI GI 


g434061 




BLAST score 


216 




E value 


7.0e-18 




Match length 


65 




% identity 


68 




NCBI Description 


(D16107) basic 7S globulin 


[Glycine max 


Seq. No. 


54466 




Seq. ID 


zpv700762549.hl 




Method 


BLASTX 




NCBI GI 


g3132476 




BLAST score 


182 




E value 


5.0e-14 




Match length 


46 




% identity 


72 




NCBI Description 


(AC003096) unknown protein 


[Arabidopsis 


Seq. No.- 


54467 




Seq. ID 


zpv700762591.hl 




Method 


BLASTX 





9004 



NCBI GI 


if 

g!21276 


BLAST score 


239 


E value 


1.0e-20 


Match length 


64 


% identity 


70 


NCBI Description 


GLYCININ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



PRECURSOR [CONTAINS: GLYCININ A1A SUBUNIT; 

GLYCININ BX SUBUNIT] >gi_99907_pir S10851 glycinin GI 

precursor - soybean >gi_255221_bbs_ll,2930 glycinin GI 
subunit [soybeans, Peptide, 495 aa] >gi_l 8 635_emb_CAA33215_ 
(X15121) glycinin subunit GI [Glycine max] >gi_169973 
(M36686) glycinin A-la-B-x subunit [Glycine max] 

54468 

zpv700762667.hl 

BLASTX 

g3924603 

162 

1.0e-ll 

47 
77 

(AF069442) putative WD-repeat protein [Arabidopsis 
thaliana] 

54469 

zpv700762762.hl 

BLASTX 

gl38364 

143 

6.0e-16 

54 
73 

GENOME POLYPROTEIN M {CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639__pir GNWXG7 genome polyprotein M - 

bean pod mottle virus {strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

54470 

zpv700762856.hl 

BLASTX 

gl21276 

307 

2.0e-28 

72 

81 

GLYCININ GI PRECURSOR [CONTAINS: GLYCININ A1A SUBUNIT; 

GLYCININ BX SUBUNIT] >gi_99907_pir S10851 glycinin GI 

precursor - soybean >gi_255221_bbs_112930 glycinin GI 
subunit [soybeans, Peptide, 495 aa] >gi_18635_emb_CAA33215_ 
(X15121) glycinin subunit GI [Glycine max] >gi_169973 
(M36686) glycinin A-la-B-x subunit [Glycine max] 

54471 

zpv700762865.hl 

BLASTX 

g3176072 

356 

3.0e-34 



9005 



It 



Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 
89 

(AJ002485) protein phosphatase 1, catalytic beta subunit 
[Medicago sativa] 

54472 

zpv700762905.hl 

BLASTX 

gl21277 

350 

2.0e-33 

85 

81 

GLYCININ G2 PRECURSOR [CONTAINS: GLYCININ A2 SUBUNIT; 

GLYCININ B1A SUBUNIT] >gi_99908_pir S11002 glycinin G2 

precursor - soybean >gi_255222_bbs_112931 glycinin G2 
subunit [soybeans, Peptide, 485 aa] >gi_18 637_emb_CAA33216_ 
(X15122) glycinin subunit G2 [Glycine max] 
>gi_218265_dbj_BAA00154__ (D00216) glycinin A2Bla subunit 
[Glycine max] >gi_295800_emb_CAA684 60_ (Y00398) glycinin 

[Glycine max] >gi_225863_prf 1402179A glycinin A2Bla 

[Glycine max] 

54473 

zpv700762906.hl 

BLASTX 

gl38364 

347 

4.0e-33 

82 
84 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639j>ir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

54474 

zpv700762909.hl 

BLASTX 

g4191814 

343 

1.0e-32 

64 

100 

(AB008680) alpha* subunit of beta-conglycinin [Glycine max] 
54475 

zpv700762915.hl 

BLASTX 

gl21286 

393 

2.0e-38 

82 

90 

BETA-CONGLYCININ, ALPHA 1 CHAIN PRECURSOR 

>gi_81769_pir B24810 beta-conglycinin alpha chain 

precursor - soybean >gi_169929 (M13759) beta-conglycinin 



9006 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



storage protein [Glycine max] 
54476 

zpv700762949.hl 

BLASTX 

g4097880 

218 

5.0e-18 

91 

57 

(U70866) polyprotein [Bean pod mottle virus] 
54477 

zpv700762954.hl 

BLASTX 

gll73198 

217 

3.0e-19 

70 

74 

40S RIBOSOMAL PROTEIN S13 >gi_480095__pir S36423 rifoosomal 

protein S13.e - garden pea >gi_396639_emb_CAA80974__ 
(Z25509) ribosomal protein S13 [Pisum sativum] 

54478 

zpv700762962.hl 

BLASTX 

g66009 

374 

3.0e-36 

76 

89 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1,12) C, 
cytosolic - maize >gi_22238_emb_CAA30151_ (X07156) GADPH 
(AA 1-337) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54479 

zpv7007 

BLASTX 

gl07648 

305 

3.0e-28 

73 

85 

glycini 
(X86970 



62965. hi 
8 



n A5A4B3 chain - soybean >gi_806556_emb_CAA60533_ 
) A5A4B3 subunit [Glycine soja] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54480 

zpv700763045.hl 

BLASTX 

g3763928 

205 

2.0e-16 

86 
45 

(AC004450) hypothetical protein [Arabidopsis thaliana] 



9007 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54481 

zpv700763067.hl 

BLASTX 

g99889 

286 

5.0e-26 

82 
67 

beta-conglycinin alpha chain precursor - soybean 
54482 

zpv700763108.hl 

BLASTX 

g229708 

198 

1.0e-15 

39 

97 

Bean pod mottle virus 
54483 

zpv700763171.hl 

BLASTX 

gl38364 

391 

2.0e-38 

81 

96 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



54484 

zpv700763172.hl 

BLASTX 

g2317900 

389 

4.0e-38 

76 

95 

(U89693) Sali3-2 



[Glycine max] 



54485 

zpv700763196.hl 

BLASTX 

g2104908 

176 

3.0e-13 

57 

56 

(Y07632) potassium channel 
54486 

zpv700763237.hl 

BLASTX 

gl38364 



[Zea mays] 



9008 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151 

5.0e-19 

74 

86 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 
PROTEIN VP23) >gi_75639_pir_GNWXG7 genome polyprotein M - 
bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

54487 

zpv700763250.hl 

BLASTX 

g736002 

177 

1.0e-27 

86 
77 

(X79467) A3B4 subunit [Glycine soja] 
54488 

zpv700763253.hl 

BLASTX 

gl21276 

225 

6.0e-24 

57 

87 

GLYCININ GI PRECURSOR [CONTAINS: GLYCININ A1A SUBUNIT; 

GLYCININ BX SUBUNIT] >gi_99907_pir S10851 glycinin GI 

precursor - soybean >gi_255221_bbs_112930 glycinin GI 
subunit [soybeans, Peptide, 495 aa] >gi_18635_emb_CAA33215_ 
(X15121) glycinin subunit GI [Glycine max] >gi_169973 
(M36686) glycinin A-la-B-x subunit [Glycine max] 

54489 

zpv700763273.hl 

BLASTX 

g229708 

431 

5.0e-43 

88 

99 

Bean pod mottle virus 



Seq, No. 54490 

Seq. ID zpv700763312.hl 

Method BLASTX 

NCBI GI g4097880 

BLAST score 489 

E value 9.0e-50 

Match length 92 

% identity 99 

NCBI Description (U70866) polyprotein [Bean pod mottle virus] 

Seq. No. 54491 

Seq. ID zpv700763322.hl 

Method BLASTX 



9009 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3236351 
207 

1.0e-16 

75 

57 

(AF033663) 



PRP4 protein kinase homolog [Mus musculus] 



Seq. No. 


54492 


Seq. ID 


zpv700763351.hl 


Method 


BLASTX 


NCBI GI 


g4262240 


BLAST score 


320 


E value 


6.0e-30 


Match length 


76 


% identity 


41 


NCBI Description 


(AC006200) putative stress protein [Arabidopsis thaliana] 


Seq. No. 


54493 


Seq. ID 


zpv700763371.hl 


Method 


BLASTX 


NCBI GI 


g2305020 


BLAST score 


411 


E value 


1.0e-40 


Match length 


88 


% identity 


89 


NCBI Description 


(AF005030) 2S albumin pre-propeptide [Glycine max] 




>gi_4097896 (U71195) napin-type 2S albumin 3 [Glycine max 


Seq. No. 


54494 


Seq. ID 


zpv700763376.hl 


Method 


BLASTX 


NCBI GI 


g4544383 


BLAST score 


205 


E value 


2.0e-16 


Match length 


57 


% identity 


67 


NCBI Description 


(AC007047) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


54495 


Seq. ID 


zpv700763388.hl 


Method 


BLASTX 


NCBI GI 


gl942405 


BLAST score 


326 


E value 


1.0e-30 


Match length 


77 


% identity 


80 



NCBI Description Lipoxygenase-3 (Soybean) Non-Heme Fe(Ii) Metalloprotein 

>gi_4388888_pdb_lBYT_ Lipoxygenase-3 (Soybean) Complex With 
4-Nitrocatechol >gi_1794172 (U50081) lipoxygenase-3 
[Glycine max] 



Seq. No. 54496 

Seq. ID zpv700763412.hl 

Method BLASTX 

NCBI GI gl21277 

BLAST score 372 

E value 5.0e-36 



9010 



Match length 

% identity 

NCBI Description 



72 
97 

GLYCININ G2 PRECURSOR [CONTAINS: GLYCININ A2 SUBUNIT; 

GLYCININ B1A SUBUNIT] >gi_99908_pir S11002 glycinin G2 

precursor - soybean >gi_255222_bbs_112931 glycinin G2 
subunit [soybeans, Peptide, 485 aa] >gi_18637_emb_CAA33216_ 
(X15122) glycinin subunit G2 [Glycine max] 
>gi_218265_dbj_BAA00154__ (D00216) glycinin A2Bla subunit 
[Glycine max] >gi_295800__emb__CAA684 60_ (Y00398) glycinin 

[Glycine max] >gi_225863_prf 1402179A glycinin A2Bla 

[Glycine max] 



Seq. No. 


54497 




Seq. ID 


zpv700763422.hl 




Method 


BLASTX 




NCBI GI 


g3420050 




BLAST score 


329 




E value 


5.0e-31 




Match length 


89 




% identity 


65 




NCBI Description 


(AC004680) hypothetical protein [Arabidopsis 


thaliana] 


Seq. No. 


54498 




Seq. ID 


zpv700763429.hl 




Method 


BLASTX 




NCBI GI 


gl38364 




BLAST score 


168 




E value 


4.0e-21 




Match length 


81 




% identity 


88 




NCBI Description 


GENOME POLYPROTEIN M (CONTAINS : COAT PROTEIN 


VP37; COAT 



PROTEIN VP23) >gi 75639 pir GNWXG7 genome polyprotein M - 
bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 54499 

Seq. ID zpv700763445.hl 

Method BLASTX 

NCBI GI - ^ g225651 

BLAST score 229 

E value 3.0e-19 

Match length 45 

% identity 98 

NCBI Description .^Glycinin AlaBx [Glycine max] 

Seq. No. 54500 

Seq. ID zpv700763452.hl 

Method BLASTX 

NCBI GI g4249568 

BLAST score 235 

E value 6.0e-20 

Match length 74 

% identity 64 

NCBI Description (AB004062) glycinin [Glycine max] 



Seq. No. 54501 

Seq. ID zpv700763517.hl 



9011 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3097321 

260 

5.0e-23 

78 
67 

(AB013289) 



Bd 30K [Glycine max] 



54502 

zpv700763565.hl 

BLASTX 

g229708 

451 

2.0e-45 

82 
98 

Bean pod mottle virus 
54503 

zpv700763628.hl 

BLASTX 

g2506470 

195 

5.0e-30 

91 

78 

ALPHA- 1,4 GLUCAN PHOSPHORYLASE, L ISOFORM PRECURSOR (STARCH 
PHOSPHORYLASE L) >gi_1616637_emb_CAA85354__ (Z36880) 
alpha-1,4 Glucan Phosphorylase, L isoform precursor [Vicia 
faba] 

54504 

zpv700763631.hl 

BLASTX 

gl38364 

229 

1.0e-27 

84 
71 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi__210812 
(M62738) coat protein [Bean pod mottle virus] 

54505 

zpv700763634.hl 

BLASTX 

gl38364 

239 

3.0e-38 

87 
95 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



9012 



Seq. No. 


54506 


Seq. ID 


zpv700763642 .hi 


Method 


BLASTX 


NCBI GI 


g3982596 


BLAST score 


283 


E value 


8. Oe-34 


Match length 


77 


% identity 


87 


NCBI Description 


(AF039027) cationic peroxidase 2 


Seq, No. 


54507 


Seq. ID 


zpv700763650.hl 


Method 


BLASTX 




gl^lz / d 


BLAST score 


254 


E value 


3.0e-22 


Match length 


80 


% identity 


72 


NCBI Description 


GLYCININ Gl PRECURSOR [CONTAINS: 



[Glycine max] 



GLYCININ A1A SUBUNIT; 

GLYCININ BX SUBUNIT] >gi_99907_pir S10851 glycinin Gl 

precursor - soybean >gi_255221_bbs__112930 glycinin Gl 
subunit [soybeans, Peptide, 495 aa] >gi_18 635_emb__CAA33215_ 
(X15121) glycinin subunit Gl [Glycine max] >gi_169973 
(M36686) glycinin A-la-B-x subunit [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54508 

zpv700763670.hl 

BLASTX 

gl38364 

214 

2.0e-17 

88 

35 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54509 

zpv700763685.hl 

BLASTX 

gl38364 

278 

1.0e-27 

80 
91 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



54510 

zpv700763686.hl 

BLASTX 

gl24033 

287 

4.0e-26 



9013 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 
8 8 

BOWMAN- B IRK TYPE PROTEINASE INHIBITOR D-II PRECURSOR (IV) 

>gi_99951_pir S07941 proteinase inhibitor IV - soybean 

>gi_169947 (M20733) protease inhibitor IV [Glycine max] 

54511 

zsg701117318.hl 

BLASTN 

g!808591 

69 

1.0e-30 

157 

86 

C.arietinum mRNA for SAM-synthetase 
54512 

zsg701117329.hl 

BLASTX 

g4510348 

281 

3.0e-25 

98 

56 

(AC006921) unknown protein [Arabidopsis thaliana] 
54513 

zsg701117419.hl 

BLASTX 

gl326161 

221 

2.0e-18 

62 
81 

(U54703) dehydrin [Phaseolus vulgaris] 



54514 

zsg701117467.hl 

BLASTN 

gl399449 

92 

2.0e-44 

160 

89 

Lupinus albus beta-tubulin 2 



(TubB2) gene, complete cds 



54515 

zsg701117476.hl 

BLASTX 

g3513727 

179 

2.0e-13 

52 
67 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 



9014 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description G.max ADR 12 mRNA 



thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

54516 

zsg701117492.hl 
BLASTN 
g296408 
235 

1.0e-129 
267 
97 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54517 

zsg701117603.hl 

BLASTX 

g4455181 

239 

2.0e-20 

70 

70 

(AL035521) putative protein [Arabidopsis thaliana] 
54518 

zsg701117609.hl 

BLASTN 

g2264316 

53 

4.0e-21 

109 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MROll, complete sequence [Arabidopsis thaliana] 

54519 

zsg701117612.hl 

BLASTX 

g541943 

269 

5.0e-25 

71 

80 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 

54520 

zsg701117625.hl 

BLASTX 

g 4544464 

306 

3.0e-28 

90 
68 

(AC006580) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 



Seq. No. 



54521 



9015 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



zsg701117634.hl 

BLASTN 

g!421750 

35 

2.0e-10 

55 
91 

Pisum sativum S-adenosylmethionine decarboxylase mRNA, 
complete cds 

54522 

zsg701117713.h2 

BLASTX 

gl710551 

141 

3.0e-09 

36 

72 

60S RIBOSOMAL PROTEIN L39 >gi_1177369_emb_CAA64728_ 
(X95458) ribosomal protein L39 [Zea mays] 

54523 

zsg701117746.h2 

BLASTX 

g3738297 

162 

1.0e-24 

79 

16 

(AC005309) unknown protein [Arabidopsis thaliana] 



54524 

zsg701117748.h2 

BLASTX 

g2244771 

348 

3.0e-33 

82 

80 

(Z97335) kinesin homolog 



[Arabidopsis thaliana] 



54525 

zsg701117785.h2 

BLASTX 

g4455255 

296 

3.0e-27 

77 

73 

(AL035523) putative protein [Arabidopsis thaliana] 
54526 

zsg701117846.h2 

BLASTN 

gl778822 

47 

1.0e-17 



9016 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



79 
90 

Glycine max early light-induced protein 
complete cds 



54527 

zsg701117902.h2 

BLASTX 

g3928083 

172 

1.0e-12 

28 
96 

(AC005770) unknown protein 



(ELIP) mRNA, 



[Arabidopsis thaliana] 



54528 

zsg701117917.h2 

BLASTN 

g849135 

129 

2.0e-66 

201 
92 

Vigna radiata vacuolar H+-ATPase subunit A mRNA, 
cds 



complete 



54529 

zsg701117929.h2 

BLASTX 

g3776567 

229 

3.0e-19 

85 
59 

(AC005388) Strong similarity to F21B7.33 gi_2809264 from A. 
thaliana BAC gb_AC002560. EST gb_N65119 comes from this 
gene. [Arabidopsis thaliana] 

54530 

zsg701117952.h2 

BLASTX 

g3249105 

408 

3.0e-40 

82 
90 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 

54531 

zsg701117958.h2 

BLASTX 

g4455169 

217 

7.0e-18 

84 
50 



9017 



NCBI Description 



(I 



(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 


54532 


Seq. ID 


zsg701117969.h2 


Method 


BLASTN 


NCBI GI 


g927504 


BLAST score 


66 


E value 


6. Oe-29 


Match length 


170 


% identity 


85 


NCBI Description 


P. sativum mRNA for fructose-1, 6-biphosphate aldolase 




(clone aldcyt2) 


Seq. No. 


54533 


Seq. ID 


zsg701118037.h2 


Method 


BLASTX 


NCBI GI 


g4490704 


BLAST score 


257 


E value 


1.0e-22 


Match length 


75 


% identity 


64 


NCBI Description 


(AL035680) putative protein [Arabidopsis thaliana] 


Seq. No. 


54534 


Seq. ID 


zsg701118134.hl 


Method 


BLASTX 


NCBI GI 


g3152619 


BLAST score 


173 


E value 


6.0e-13 


Match length 


54 


% identity 


59 


NCBI Description 


(AC004482) putative (s ) -acetone-cyanohydrin lyase 




( (s) -hydroxynitrilase) , 3'partial [Arabidopsis thaliana 


Seq. No. 


54535 


Seq. ID 


zsg701118146.hl 


Method 


BLASTX 


NCBI GI 


g4056495 


BLAST score 


153 


E value 


2.0e-10 


Match length 


88 


% identity 


47 


NCBI Description 


(AC005896) putative TKRP125 [Arabidopsis thaliana] 


Seq. No. 


54536 


Seq. ID 


zsg701118167 .hi 


Method 


BLASTN 


NCBI GI 


g2687434 


BLAST score 


98 


E value 


4.0e-48 


Match length 


174 


% identity 


91 


NCBI Description 


Eucryphia lucida large subunit 2 6S ribosomal RNA gene, 




partial sequence 



Seq, No. 



54537 



9018 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



zsg701118335.hl 

BLASTX 

g2494165 

338 

5.0e-32 

92 

71 

DNA LIGASE (POLYDEOXYRIBONUCLEOTIDE SYNTHASE (ATP)) 

>gi_2129574_pir S71278 DNA ligase - Arabidopsis thaliana 

>gi_1359495_emb_CAA66599_ (X97924) DNA ligase [Arabidopsis 
thaliana] 



Seq. No. 


54538 




Seq. ID 


zsg701118337.hl 




J. -1" LllULl 






NCBI GI 


g3687239 




BLAST score 


256 




E value 


2.0e-22 




Match length 


63 




% identity 


90 




NCBI Description 


(AC005169) putative clathrin coat 


assembly protein 




[Arabidopsis thaliana] 




Seq. No. 


54539 




Seq. ID 


zsg701118381.hl 




Method 


BLASTX 




NCBI GI 


g4455033 




BLAST score 


200 




E value 


7.0e-16 




Match length 


86 




% identity 


47 




NCBI Description 


(AF116237) pseudouridine synthase 


1 [Mus musculus] 


Seq. No. 


54540 




Seq. ID 


zsg701118405.hl 




Method 


BLASTX 




NCBI GI 


g836954 




BLAST score 


149 




E value 


9.0e-16 




Match length 


81 




% identity 


52 




NCBI Description 


(U20948) receptor protein kinase 


[Ipomoea trifida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54541 

zsg701118484.hl 

BLASTN 

gl9497 

49 

1.0e-18 

89 
89 

L.polyphyllus pPLB07 mRNA 



Seq. No. 54542 

Seq. ID zsg701118501.hl 

Method BLASTX 

NCBI GI g2245131 



9019 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151 

5.0e-10 

91 

52 

(Z97344) hypothetical protein [Arabidopsis thaliana] 



54543 

zsg701118503.hl 

BLASTN 

g3985957 

37 

2-0e-ll 

57 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYN8, complete sequence [Arabidopsis thaliana] 



PI clone: 



54544 

zsg701118509.hl 

BLASTN 

g2264307 

40 

3.0e-13 

91 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MED24, complete sequence [Arabidopsis thaliana] 



PI clone: 



54545 

zsg701118551.hl 

BLASTN 

g3175989 

83 

6.0e-39 

243 

89 

Cicer arietinum mRNA for GDP dissociation inhibitor 



(gdi) 



54546 

zsg701118560.hl 

BLASTX 

g2980790 

168 

5.0e-12 

64 

48 

(AL022197) hypothetical protein [Arabidopsis thaliana] 
54547 

zsg701118562.hl 

BLASTX 

g2853078 

149 

6.0e-10 

47 

53 

(AL021768) TMV resistance protein N-like [Arabidopsis 



9020 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



54548 

zsg701118576.hl 

BLASTX 

g3924602 

251 

7.0e-22 

88 

57 

(AF069442) predicted OR23 protein of unknown function 
[Arabidopsis thaliana] 

54549 

zsg701118589.hl 

BLASTN 

g3204133 

33 

4.0e-09 

101 

88 

Cicer arietinum mRNA for beta-galactosidase, partial 
54550 

zsg701118592.hl 

BLASTX 

g4538992 

212 

3.0e-17 

79 

58 

(AL049481) putative protein [Arabidopsis thaliana] 
54551 

zsg701118596.hl 

BLASTX 

g3068704 

415 

5.0e-41 

94 

44 

(AF04 9236) unknown [Arabidopsis thaliana] 
54552 

zsg701118608.hl 

BLASTX 

g4406764 

164 

5.0e-18 

70 
73 

(AC006836) putative uridylyl transferase [Arabidopsis 
thaliana] 

54553 

zsg701118680.hl 
BLASTN 



9021 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



gl69980 
105 

4.0e-52 

200 
89 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 



54554 

zsg701118693.hl 

BLASTN 

gl675195 

47 

1.0e-17 

142 
84 

Pisum sativum (clone PsRCI22-3) 
complete cds 



callus protein P23 mRNA, 



54555 

zsg701118737.hl 

BLASTX 

g460932 

151 

4.0e-10 

80 
39 

(U07157) ISRE-binding protein [Mus musculus] 



54556 

zsg701118764.hl 

BLASTN 

g21012 

79 

1.0e-36 

137 

95 

Phaseolus vulgaris mRNA (pR-2] 
(GS, EC 6.3.1.2) 



for glut amine synthetase 



54557 

zsg701118792.hl 

BLASTX 

g629528 

267 

9.0e-24 

76 

68 

hypothetical protein - Arabidopsis thaliana 

>gi_1076335_pir S51580 hypothetical protein 

Arabidopsis thaliana >gi_4 99167_emb_CAA5614 4_ 
[Arabidopsis thaliana] 

54558 

zsg701118793.hl 

BLASTX 

g4539401 

298 



1 - 

(X79707) 



ORF 
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E value 
Match length 
% identity 
NCBI Description 

Seg. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-27 

79 

80 

(AL035526) 



putative protein [Arabidopsis thaliana] 



54559 

zsg701118826.hl 

BLASTX 

gl00226 

105 

9.0e-ll 

58 

64 

hypothetical protein - tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

54560 

zsg701118832.hl 

BLASTX 

g3549639 

246 

3.0e-21 

57 

84 

(AJ005194) receiver-like protein 3 [Arabidopsis thaliana] 
54561 

zsg701118848.hl 

BLASTX 

gl808692 

92 

4.0e-09 

46 
57 

(Y10786) hypothetical protein [Sporobolus stapfianus] 
54562 

zsg701118866.hl 

BLASTX 

g2493910 

321 

4.0e-30 

88 
65 

CULLIN HOMOLOG 4B (CUL-4B) >gi_1381150 (U58091) Hs-CUL-4B 
[Homo sapiens] 

54563 

zsg701118871.hl 

BLASTX 

g423902 

209 

5.0e-17 

70 

51 
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NCBI Description 



luciferase - southern Russian firefly >gi_409317_bbs_133113 
{S61961) luciferase [Luciola mingrelica=East European 
fireflies, Peptide, 548 aa] [Luciola mingrelica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54564 

zsg701118915.hl 

BLASTX 

g3033391 

332 

3.0e-31^ 

80 

72 

(AC004238) putative amino acid transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54565 

zsg701118955.hl 

BLASTN 

g402752 

116 

9.0e-59 

144 

95 

G.max gene fusA 



Seq. No. 


54566 


Seq. ID 


zsg701118965.hl 


Method 


BLASTX 


NCBI GI 


g3056594 


BLAST score 


224 


E value 


1.0e-18 


Match length 


93 


% identity 


47 


NCBI Description 


(AC004255) T1F9 


Seq. No. 


54567 


Seq. ID 


zsg701119051.hl 


Method 


BLASTX 


NCBI GI 


g2653885 


BLAST score 


337 


E value 


5.0e-32 


Match length 


83 


% identity 


75 


NCBI Description 


(AF027408) phos] 




thaliana] 


Seq. No. 


54568 


Seq. ID 


zsg701119062.hl 


Method 


BLASTX 


NCBI GI 


g2129651 


BLAST score 


345 


E value 


6.0e-33 


Match length 


82 


% identity 


78 



[Arabidopsis thaliana] 



D-gamma; PLD-gamma [Arabidopsis 



NCBI Description 



myosin heavy chain ATM2 
>gi_4 9 9 0 4 5_emb_CAA8 4 0 6 5_ 
thaliana] 



■ Arabidopsis thaliana (fragment) 
(234292) myosin [Arabidopsis 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54569 

zsg701119077.hl 

BLASTX 

gl084336 

182 

7.0e-14 

40 

82 

chlorophyll a/b-binding protein type II - Arabidopsis 
thaliana >gi_541565 (U03395) PSI type II chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54570 

zsg701119114.hl 

BLASTN 

gl813328 

52 

2.0e-20 

128 

89 

Canavalia gladiata mRNA for 



HMG-1, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54571 

zsg701119125.hl 

BLASTN 

g313723 

43 

4.0e-15 

91 

87 

P. sativum hemC mRNA for hydroxymethylbilane synthase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54572 

zsg701119212.hl 

BLASTX 

g2341042 

178 

2.0e-13 

90 

46 

(AC000104) F19P19, 



26 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54573 

zsg701119253.hl 

BLASTX 

g3242710 

213 

2.0e-17 

90 

48 

(AC003040) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



54574 

zsg701119261.hl 

BLASTX 

g!237250 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



188 

2.0e-14 

83 
68 

(X96784) cytochrome P450 [Nicotiana tabacum] 
54575 

zsg701119276.hl 

BLASTX 

g2618704 

364 

4.0e-35 

83 

80 

(AC002510) putative thioredoxin reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



54576 

zsg701119314.hl 

BLASTX 

gl354849 

218 

6.0e-18 

93 
47 

(U57350) epoxide hydrolase 



[Nicotiana tabacum] 



54577 

zsg701119318.hl 

BLASTN 

gl70067 

110 

5.0e-55 

110 

100 

Soybean (G.max) proline-rich cell wall protein 
gene, complete cds 



(SbPRP3) 



54578 

zsg701119333.hl 

BLASTX 

g2961384 

304 

2.0e-29 

92 

74 

(AL022141) aldehyde dehydrogenase like protein [Arabidopsis 
thaliana] 

54579 

zsg701119418.hl 

BLASTN 

gl438878 

145 

5.0e-76 

169 

97 
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NCBI Description 



Glycine max choline kinase GmCKlp mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54580 

zsg701119548.hl 

BLASTN 

g3219360 

56 

4.0e-23 

110 

92 

Glycine max biotin carboxylase precursor (accC-3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54581 

zsg701119567.hl 

BLASTX 

g2494144 

167 

4.0e-12 

72 

28 

(AC002329) predicted leucine-rich protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54582 

zsg701119607.hl 

BLASTX 

g4469020 

261 

5.0e-23 

63 

75 

(AL035602) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54583 

zsg701119621.hl 

BLASTN 

g20892 

56 

4.0e-23 

124 

87 

Pea U2 snRNA (clone pPSU2.1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54584 

zsg701119626.hl 

BLASTX 

g3426039 

141 

5.0e-09 

78 
44 

(AC005168) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



54585 

zsg701119655.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g287563 

33 

4.0e-09 

37 

97 

Vigna radiata arg2 mRNA 
54586 

zsg701119656.hl 

BLASTX 

gl076634 

183 

6.0e-14 

60 
55 

protein-serine/threonine kinase NPK15 - common tobacco 
>gi_505146_dbj_BAA06538_ (D31737) protein-serine/threonine 
kinase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54587 

zsg701119774.hl 

BLASTN 

gl675195 

74 

1.0e-33 

128 

90 

Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 
complete cds 

54588 

zsg701119780.hl 

BLASTX 

g2183221 

143 

2.0e-09 

30 

73 

(AF001954) p33INGl [Homo sapiens] 
54589 

zsg701119788.hl 

BLASTX 

g3928862 

142 

2.0e-09 

63 

38 

(AF089710) disease resistance protein RPP8 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



54590 

zsg701119807.hl 

BLASTN 

g2052028 

70 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



111 

3.0e-31 

74 

99 

G.max mRNA for glutathione transferase 
54591 

zsg701119822.hl 

BLASTX 

g2347189 

259 

8.0e-23 

53 

89 

(AC002338) hypothetical protein [Arabidopsis thaliana] 
>gi_3150399 (AC004165) hypothetical protein [Arabidopsis 
thaliana] 

54592 

zsg701119834.hl 

BLASTX 

g4432814 

152 

3.0e-10 

42 

64 

(AC006593) unknown protein [Arabidopsis thaliana] 



54593 

zsg701119863.hl 

BLASTX 

g3024871 

215 

1.0e-17 

86 

50 

HYPOTHETICAL 77. 
>gi_1001579_dbj_ 
sp.] 



3 KD PROTEIN SLL0005 

BAA10206 (D64000) ABCl-like [Synechocystis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



54594 

zsg701119893.hl 

BLASTX 

g4115371 

171 

1.0e-12 

89 

47 

(AC005967) unknown protein 
54595 

zsg701119923.hl 

BLASTX 

gl658197 

138 

1.0e-08 

80 

41 



[Arabidopsis thaliana] 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U74630) calreticulin [Ricinus communis] >gi_1763297 
(U74631) calreticulin [Ricinus communis] 

54596 

zsg701119927.hl 

BLASTX 

g4309760 

158 

5.0e-ll 

58 

66 

(AC006217) unknown protein [Arabidopsis thaliana] 
54597 

zsg701119934.hl 

BLASTX 

g3540178 

338 

4.0e-32 

88 
75 

(AC004122) calcium-transporting ATPase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54598 

zsg701120030.hl 

BLASTX 

g400790 

172 

2.0e-12 

63 
52 

GLYCOGEN PHOSPHORYLASE 
glycogen phosphorylase 



1 (GP1) >gi_478597_pir S20595 

(EC 2.4.1.1) 1 - slime mold 



(Dictyostelium discoideum) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54599 

2sg701120054.hl 

BLASTX 

g3790441 

112 

1.0e-ll 

74 

57 

( AFO 3 0 5 1 5 ) chape r onin 



60 alpha subunit [Canavalia lineata] 



54600 

zsg701120105.hl 

BLASTX 

g2827516 

239 

2.0e-20 

91 

55 

(AL021633) DNA topoisomerase like- protein [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54601 

zsg701120130.hl 

BLASTN 

g3378649 

93 

6.0e-45 

193 

87 

M.sativa mRNA translated from abscisic activated gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54602 

zsg701120178.hl 

BLASTX 

g3046696 

210 

2.0e-17 

59 

71 

(AL022224) CTP synthase like protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54603 

zsg701120238.hl 

BLASTX 

g2979547 

216 

9.0e-18 

87 

51 

(AC003680) putative 7-ethoxycoumarin O-deethylase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54604 

zsg701120246.hl 

BLASTX 

g2576255 

203 

3.0e-16 

62 

63 

(AJ001729) TH65 protein [Arabidopsis thaliana] 



54605 

zsg701120252.hl 

BLASTN 

g2304954 

264 

1.0e-147 

272 

99 

Glycine max aluminum induced sali5-4a mRNA, 



complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



54606 

zsg701120263.hl 

BLASTX 

g2496731 

199 

1.0e-15 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 
57 

HYPOTHETICAL 30.2 KD PROTEIN Y40V >gi_2182566 (AE00008 9) 
Y4oV [Rhizobium sp. NGR234] 

54607 

zsg701120288.hl 

BLASTX 

g3033386 

175 

6.0e-13 

83 
43 

(AC004238) RING3-like protein [Arabidopsis thaliana] 
54608 

zsg701120318.hl 

BLASTN 

gl70091 

72 

1.0e-32 

120 

90 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 

54609 

zsg701120356.hl 

BLASTX 

g2088658 

192 

6.0e-15 

57 
65 

(AF002109) unknown protein [Arabidopsis thaliana] 
54610 

zsg701120358.hl 

BLASTX 

g4510398 

147 

1.0e-09 

27 

93 

(AC006587) hypothetical protein [Arabidopsis thaliana] 
54611 

zsg701120371.hl 

BLASTX 

g3738325 

381 

4.0e-37 

88 
82 

(AC005170) putative CaMB-channel protein [Arabidopsis 
thaliana] 
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Seq. No* 


54612 




Seq. ID 


zsg7 011204 08 .hi 




Method 


BLASTX 




NCBI GI 


g3916230 




BLAST score 


152 




E value 


3. 0e-10 




Match length 


59 




% identity 


54 




NCBI Description 


(AF073883) myotubularin related protein 2 [Danio rerio] 




Seq. No. 


54613 




Seq. ID 


zsg701120419.hl 




Method 


BLASTX 




NCBI GI 


g4376203 




BLAST score 


197 




E value 


2.0e-15 




Match length 


88 




% identity 


39 




NCBI Description 


(U35226) putative cytochrome P-450 [Nicotiana 






plumbaginif olia] 




Seq. No. 


54614 




Seq. ID 


zsg701120443.hl 




Method 


BLASTX 




NCBI GI 


g4455356 




BLAST score 


292 




E value 


1.0e-26 




Match length 


84 




% identity 


73 




NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 


h""l 


Seq. No. 


54615 




Seq. ID 


zsg701120514 .hi 




Method 


BLASTN 




NCBI GI 


gl69922 




BLAST score 


43 




E value 


4.0e-15 




Match length 


43 




% identity 


100 




NCBI Description 


Soybean beta-1, 3-endoglucanase mRNA, complete cds 




Seq. No. 


54616 




Seq. ID 


zsg701120519.hl 




Method 


BLASTN 




NCBI GI 


g256142 




BLAST score 


243 




E value 


1.0e-134 




Match length 


271 




% identity 


99 




NCBI Description 


cytosolic glutamine synthetase [Glycine ma x= soybeans, var 






Prize, mRNA, 1450 nt] 



Seq. No. 54617 

Seq. ID zsg701120540.hl 

Method BLASTX 

NCBI GI g2462837 

BLAST score 240 
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E value 


1.0e-20 


Match length 


61 


% identity 


79 


NCBI Description 


(AF000657) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


54618 


Seq. ID 


zsg701120593.hl 


Method 


BLASTX 


NCBI GI 


g267069 


BLAST score 


185 


E value 


3.0e-14 


Match length 


50 


% identity 


66 


NCBI Description 


TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi__320183_pir JQ1594 




tubulin alpha chain - Arabidopsis thaliana >gi 166914 




(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 




(M84697) alpha-4 tubulin [Arabidopsis thaliana] 


Seq. No. 


54619 


Seq. ID 


zsg701120613.hl 


Method 


BLASTX 


NCBI GI 


g4417287 


BLAST score 


313 


E value 


4.0e-29 


Match length 


93 


% identity 


62 


NCBI Description 


(AC007019) unknown protein [Arabidopsis thaliana] 


Seq. No. 


54620 


Seq. ID 


zsg701120619.hl 


Method 


BLASTX 


NCBI GI 


g2829887 


BLAST score 


299 


E value 


2.0e-27 


Match length 


94 


% identity 


64 


NCBI Description 


(AC002396) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


54621 


Seq. ID 


zsg701120626.hl 


Method 


BLASTX 


NCBI GI 


a3540206 


BLAST score 


398 


E value 


5.0e-39 


Match length 


93 


% identity 


72 


NCBI Description 


(AC004260) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


54622 


Seq. ID 


zsg701120642.hl 


Method 


BLASTN 


NCBI GI 


g303838 


BLAST score 


34 


E value 


1.0e-09 , 


Match length 


38 


% identity 


97 


NCBI Description 


Rice mRNA for 4 OS subunit ribosomal protein, complete cds 
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Seq. No. 54623 

Seq. ID zsg701120684.hl 

Method BLASTX 

NCBI GI g3461813 

BLAST score 213 

E value 2.0e-17 

Match length 80 

% identity 60 

NCBI Description (AC004138) putative sucrose/H+ symporter [Arabidopsis 
thaliana] 

Seq. No. 54624 

Seq. ID zsg701120712.hl 

Method BLASTX 

NCBI GI g2244806 

BLAST score 200 

E value 2.0e-16 

Match length 79 

% identity 59 

NCBI Description (Z97336) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 54625 

Seq. ID zsg701120736.hl 

Method BLASTN 

NCBI GI g530086 

BLAST score 68 

E value 2.0e-30 

Match length 75 

% identity 99 

NCBI Description Glycine max aminoalcoholphosphotransf erase (AAPT1) rnRNA, 
complete cds 

Seq. No. 54626 

Seq. ID zsg701120778.hl 

Method BLASTN 

NCBI GI g2104674 

BLAST score 59 

E value 1.0e-24 

Match length 123 

% identity 87 

NCBI Description V.faba mRNA for transcription factor containing bZIP 

Seq. No. 54627 

Seq. ID zsg701120785.hl 

Method BLASTN 

NCBI GI gl70059 

BLAST score 53 

E value 2.0e-21 

Match length 105 

% identity 88 

NCBI Description Soybean {G.max L.) beta-tubulin (S-beta-1) gene, complete 
cds 

Seq. No. 54628 

Seq. ID zsg701120786.hl 

Method BLASTX 



9035 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3421104 
202 

6.0e-23 

70 
81 

(AF043531) 
thaliana] 



20S proteasome beta subunit PBB2 [Arabidopsis 



54629 

zsg701120821.hl 

BLASTX 

g3789911 

145 

1.0e-09 

55 

51 

(AF081802) developmental protein DG1118 
discoideum] 



[Dictyostelium 



54630 

zsg701120847.hl 

BLASTX 

g3004563 

223 

2.0e-18 

67 

61 

(AC003673) similar to APG (non proline-rich region) 
[Arabidopsis thaliana] >gi_3176703 (AC002392) putative 
proline-rich protein APG [Arabidopsis thaliana] 

54631 

zsg701120851.hl 

BLASTX 

g2829895 

152 

3.0e-10 

39 

77 

(AC002311) hypothetical protein [Arabidopsis thaliana] 



54632 

zsg701120878.hl 

BLASTX 

gl351271 

154 

2.0e-10 

50 

64 

TRIOSEPHOSPHATE 
>gi_1084309_pir 



Seq. No. 
Seq. ID 



ISOMERASE CHLOROPLAST PRECURSOR (TIM) 
_S52032 triose-phosphate isomerase (EC 
5.3.1.1) precursor , chloroplast - spinach >gi_806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 

54633 

zsg701120885.hl 



9036 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g3135251 

288 

4.0e-26 

94 

59 

(AC003058) putative receptor protein kinase [Arabidopsis 
thaliana] >gi_3176719 (AC002392) putative protein kinase 
[Arabidopsis thaliana] 

54634 

zsg701120965.hl 

BLASTX 

g4468984 

229 

3.0e-19 

89 

46 

(AL035605) putative protein [Arabidopsis thaliana] 
54635 

zsg701120991.hl 

BLASTX 

g2181190 

145 

2.0e-09 

80 

39 

(Y12531) serine/threonine kinase [Brassica oleracea] 
54636 

zsg701121009.hl 

BLASTX 

g2980806 

196 

2.0e-15 

42 

83 

(AL022197) putative protein [Arabidopsis thaliana] 
54637 

zsg701121031.hl 

BLASTN 

g2687434 

59 

1.0e-24 

124 

91 

Eucryphia lucida large subunit 26S ribosoraal RNA gene, 
partial sequence 

54638 

zsg701121039.hl 

BLASTX 

g2624328 

167 

5.0e-12 



9037 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AJ002894) OsGRP2 [Oryza sativa] 
54639 

zsg701121087.hl 

BLASTX 

g4139230 

355 

4.0e-34 

88 
81 

(AF109243) mismatch repair protein [Arabidopsis thaliana] 
54640 

zsg701121104.hl 

BLASTN 

g3702734 

38 

4.0e-12 

70 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNB8, complete sequence [Arabidopsis thaliana] 

54641 

zsg701121147.hl 

BLASTX 

g4160298 

125 

2.0e-15 

63 

75 

(AJ011892) cyclin D2 . 1 protein [Nicotiana tabacum] 



54642 

zsg701121160.hl 

BLASTN 

g256142 

190 

1.0e-103 

265 
93 

cytosolic glutamine synthetase 
Prize, mRNA, 1450 nt] 



[Glycine max=soybeans, var 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54643 

zsg701121174.hl 

BLASTX 

g541943 

272 

3.0e-24 

53 
91 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 



9038 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54644 

zsg701121226.hl 

BLASTX 

g2244826 

154 

3.0e-15 

60 

77 

(Z97336) replication control protein homolog [Arabidopsis 
thaliana] 



54645 

zsg701121259.hl 

BLASTX 

g2369766 

242 

4.0e-21 

66 

70 

(AJ001304) hypothetical protein 



[Citrus x paradisi] 



54646 

zsg701121265.hl 

BLASTN 

g2746231 

35 

3.0e-10 

75 
87 

Gossypium hirsutum glutathione peroxidase mRNA, partial cds 
54647 

zsg701121276.hl 

BLASTX 

g2911077 

204 

2.0e-16 

66 

56 

(AL021960) gibberellin 20-oxidase 
[Arabidopsis thaliana] 



like protein 



54648 

zsg701121281.hl 

BLASTX 

g2462758 

148 

9.0e-10 

35 
80 

(AC002292) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



54649 

zsg701121304.hl 

BLASTX 

g3551960 



9039 



BLAST score 


337 


E value 


7.0e-32 


Match lencrth 

X XkX U V^li -X, X X \J 1^11 


96 


% identity 


70 


NCBI Description 


(AF082033) senescence - associated protein 15 [Hemerocallis 




hybrid cultivar] 


Sea No 


54650 


Seq. ID 


zsg701121308.hl 


Method 


BLASTX 


NCBI GI 


g2980789 


BLAST score 


166 


E value 


3. Oe-19 


Match length 


94 


% identitv 


55 


NCBI Description 


(AL022197) hvDothetical Drotein FArabidoosis thalianal 

\ X \J £-* £*+ ^ / / 11 J K*r kV Ull k* -k k** kX -1— K-/ J- \_/ k* -L IX [_ lii* kX X_y -X- V_X k*/ k> -1- W Ull W -J- kX X X kX J 


Sea No 


54651 


Seq. ID 


zsg701121429.hl 


Method 


BLASTX 


NCBI GI 


g2981439 


BLAST score 


179 


E value 


1.0e-13 


Match lenath 


86 




44 


NCBI Description 


(AF051853) t-SNARE SED5 TArabidoosis thalianal 




^4 


Sea ID 


zsa701121493 hi 


Method 


BLASTX 


NCBI GI 


a3548802 


BLAST score 


323 


E value 


3.0e-30 


Match length 


85 


% identity 


80 


NCBI Description 


(AC005313} axi 1— like Drotein TArabidoosis thalianal 

^ X \y \J x^/ X. y kX ^i. J- ^ _k X. J^Xp^ k/ J. kV k* V> -k XX |_ X 1J. kX-A*^ X* \Xk/k/ «U k-J k*» X XkX -1— -X. kX X X kX J 




>cn 433S76Q rrb AAD17446 fAr006?84} mif^f -i vp syi 1 nrntpin 




rNicotiana tabaciiTTil TATabi don^ i ^ thalianal 

[LiX^k'k/ UXuliU lw <X U. LXXl L J 1 rxXi Uk/Xikilk/k/tD X tJ u ii Cx X_ X. d 1 X cx J 


Cprr No 


54653 


Seq. ID 


zsa701121511 hi 

*_/ kJ i k/ X. X, J. X. X. t 11X 


Method 


BLASTX 


NCBI GI 

Xt| S-' X-^ X. \-J X 


a266731 


BLAST score 


257 


E value 


2.0e-22 


Match length 


66 


% identity 


76 


NCBI Description 


PHENYLALANINE AMMON I A- L YAS E 1 >gi_282927_pir S25303 




vi\~\ e*T\\7~\ ^ 1 ani 7-1 ^ a "mm r^r\ 1 — 1 q p» / T? 4 T R ^ — rr^ t~H c=»ti T^iSia 
piicii_yxcii.aiij.iic cLiiLLLiwiix ct 1 j'aoc ^Hi^' i.^.x.vjy y di ucii pea 




>ai 217980 dbn RAA0088S fDIDOOl^ nhpnvlslaninp 

^ y j. tiX 1 juu ujj j umtiVJ \j \j \j -U \ i/i v u u 1 ^ piicii_yJ-CLJ_ ciiij_i ic 




aUlilLOilXcl iydbc [irXoUiu JbciLXVUJUj /yi ^.X/-?0^- OUJ DnnUuOQO 




(D10002) phenylalanine ammonia~lyase [Pisum sativum] 


Seq. No. 


54654 


Seq. ID 


zsg701121513.hl 


Method 


BLASTX 


NCBI GI 


g3378650 



9040 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



260 

6.0e-23 

75 
72 

(X97606) abscisic acid activated [Medicago sativa] 
54655 

zsg701121545.hl 

BLASTX 

g3641845 

380 

5.0e-37 

90 
44 

(AJ223358) stelar K+ outward rectifying channel 
[Arabidopsis thaliana] 

54656 

zsg701121563.hl 

BLASTX 

g2980765 

298 

2.0e-32 

89 

71 

(AL022198) hypothetical protein [Arabidopsis thaliana] 
54657 

zsg701121605.hl 

BLASTX 

g3702340 

190 

1.0e-14 

75 
49 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
54658 

zsg701121617.hl 

BLASTX 

g2708752 

290 

2.0e-26 

92 
65 

(AC003952) putative histidine kinase [Arabidopsis thaliana] 
54659 

zsg701121630.hl 

BLASTX 

g2244998 

234 

7.0e-20 

46 

83 

(Z97341) similarity to probable transcriptional adaptor 
ADA2 [Arabidopsis thaliana] 



9041 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54660 

zsg701121679.hl 

BLASTX 

g4151321 

309 

1.0e-28 

84 
75 

(AF089085) putative auxin efflux carrier protein; AtPINl 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54661 

zsg701121732.hl 

BLASTN 

g310575 

110 

3.0e-55 

204 

91 

Glycine max nodulin-26 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54662 

zsg701121769.hl 

BLASTX 

g3281858 

171 

1.0e-12 

63 

60 

(AL031004) ribosomal protein S6 - like [Arabidopsis 
thaliana] 



Seq. No. 


54663 




Seq. ID 


zsg701121773 


hi 


Method 


BLASTN 




NCBI GI 


gl8761 




BLAST score 


172 




E value 


4.0e-92 




Match length 


196 




% identity 


96 




NCBI Description 


Soybean stem 


mRNA 


Seq. No. 


54664 




Seq. ID 


zsg701121803 


hi 


Method 


BLASTN 




NCBI GI 


g479144 




BLAST score 


117 




E value 


1.0e-59 




Match length 


125 




% identity 


98 




NCBI Description 


G.max mRNA for ATP 


Seq. No. 


54665 




Seq. ID 


zsg701121816 


hi 


Method 


BLASTX 




NCBI GI 


g3859659 





kD glycoprotein 



9042 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141 

6.0e-09 

82 
41 

(AL031394) putative potassium transporter AtKT5p (AtKT5) 
[Arabidopsis thaliana] 

54666 

zsg701121852.hl 

BLASTN 

gl69980 

81 

9.0e-38 

212 

84 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
54667 

zsg701121858.hl 

BLASTX 

g2444178 

161 

1.0e-ll 

69 
46 

(U94784) unconventional myosin [Helianthus annuus] 



54668 

zsg701121878.hl 

BLASTN 

g3158475 

72 

2.0e-32 

188 

85 

Samanea saman aquaporin 



2 (Aqp2) mRNA, complete cds 



54669 

zsg701122067.hl 

BLASTN 

gl370197 

99 

1.0e-48 

147 

93 

L.japonicus mRNA for small GTP-binding protein, RAB8E 
54670 

zsg701122152.hl 

BLASTX 

gl706947 

401 

2.0e-39 

84 

93 

(U43528) RAD51 homolog AtRad51 [Arabidopsis thaliana] 
>gi_1706949 (U43652) AtRADSl [Arabidopsis thaliana] 



9043 



>gi_2388778_emb_CAA04529_ (AJ001100) Rad51~like protein 
[Arabidopsis thaliana] 



Seq. No* 


54671 


Seq. ID 


zsg701122161.hl 


Mei" hod 


BLASTX 


NCBI GI 


a4490736 


oiiniji duuic 


38 S 

JO J 


F Vfl 1 IIP 


3_ w Oe-37 


Matph 1 pnrr1~hi 


88 


o lucnuj. l y 


44 


NCBI Description 


(AL035708} Dutative nrotein FA:rabidotDsis thaliana 1 


Spa. No. 


54672 


Seq. ID 


zsg701122248.hl 


Method 


BLASTX 


NPRT 


a41 15931 

ytxxjjjx 




286 


El value 






85 


O XL-LCII L X L.y 


ft R 


LML^JDX L/CoLlipLlUll 


Vrir liO y OOIlLdXIlo bllullal -*-ty tO bUllldlLlla Lllctd 




LiaiiDpUI LCi \UD«ni Ulli OO / |_.tt.X CLU X LJ.U^J glo l~.ilGLXXGL.LlCl J 


Seq. No. 


54673 


Seq. ID 


zsg701122255.hl 


l v lc L.IHJL1 




OX 


rr693Rft R 


BLiioi score 


JO 


T* 1 Tito 
Hi vai u.tJ 


D • L/C X X 


TVT :a +~ ^ V\ 1 /t 4~ V\ 
l v ldL.L,fl XCLiyLMl 


oo 


^ Xlxtill L. X L.y 


ft ft 
0 o 


NPBI Dpsrrintion 


Ni rnt"i ana t'ahapmn Ni - — rahfi mRNA r'OTn'nl o1~o rri^ 

lilUUUlulla L~CL.LJCl.vv LULL kj JA. X LN L. J.UJJLJ llLiALNxT. ^ L^LJILLXJ X C L.C LUd 


Seq. No. 


54674 


Seq. ID 


zsg701122257.hl 


1 1C L.11LJLJ. 




NPBT 




OJ-LTiO 1 OOUiC 




F xtz* 1 no 

■Hi vai LLC 


1 • UC J 1 ! 


l v ldUCQ Xcligtfl 


ft9 
0 Z 


1> XU.tiIlL.x L.y 


ftd 


NPRT Dpqrrinf inn 


^AT.n"Ki 01 ft\ rin - !" 3 1" i T70 Fiyri - !" Din rZiyaHi Hi^^oi c fha 1 i ana 1 
V-riXiL/ -J x \j x o } piiLciLl vc LJXvJL-cXll [ni aJJluUpolo Lllallaila J 


Seq. No. 


54675 


Seq. ID 


zsg701122290.hl 


L It; L i.J.CJLJ. 


oJ_LriO 1 A 


i\LDI ul 


y44 J4 JO / 


rsij/io i score 


ZU j 


E value 


3.0e-16 


Match length 


68 


% identity 


54 


NCBI Description 


(AF128407) lipase homolog [Arabidopsis thaliana] 


Seq. No. 


54676 


Seq. ID 


zsg701122296.hl 


Method 


BLASTX 



9044 





a3395938 


BLAST score 


154 


E value 


9.0e-ll 




39 


o _L \JX2 lit — L L. y 


74 


Kfpp, T FlaQfri t^H — 1 ort 

LMv^iD X UCOL.lipLJ.Uli 


( AF07 69? 4 1 nol vrwrimidine tract— nindincr orotein hoitioloa 




rArabidoosis thalianal 




S4 677 


Seq. ID 


zsa701122328 .hi 


ricJ LilOC_i 




NCBI GI 


gl813328 


BLAST score 


38 


1_> Vol LLC 


2 . Oe-12 


Matrh lpncrth 


174 


O 1UCJ.1L1 L^ 


86 


TCfPRT Pies c;r^T*i t^"! - i r>n 

WUDl UCOUl ipLlUll 


Canp^] i ^ rrl ar\i ata mRNA "For* HMO— 1 . romolete cds 

\_/ dl id V CL J LCI y -L CI V_l _L CI CI _LU.\__M_± JL V./ J_ ll.lu • f \~*\J±Ll£s J_ \_» _. v_- \_/V-4.i_J 


Qorr KTri 
OctJ * LN(J • 


S4 67fi 




7 crf7ni 1 993SP hi 


Mot VioH 
ruts uiivjlj. 


RLA^TX 
_->u_rio i _r_ 


NCBI GI 


rrA ^^1 fifl 


Diiiiibi score 


13 / 


Hi VdJuLiC 


q np-1 1 


Match length 


38 


% identity 


92 


INL^-OX JJcoOX ip l_._L(J^_ 


WYPOTHFTTPAT. Q ft KD PROTFTN ZKfiS? 3 TN CHROMOSOME III 


>rr-i fi3D771 nir ^44903 3 nrotein - Caenorhat>clitis 




p1 prranc "^rr-; 9PQ7fiQ fTl_l__9Qi nnl-fll-nrp rfflpnnrhfl thdi t" T 

Cl"U Cllio /Ul C. O _7 / U _7 \ J-lJ. *± *± -/ ^ LJU.LCIL1 VC |_ L/aCliUl llCliw'*_i._L L,_I_ 




i__ "1 o^anol 
clcLjaiio j 


beq. WO. 


Oft 0 / 17 




zsa701122513 hi 


11C L11UU 


RLASTX 


NCBI GI 


g2980767 


BLAST score 


282 


F "W^P 1 IIP 
__» V GL JL LiC 


2 Oe-25 


naLL<ii _LCiiyL.ii 


91 


15 m.ciiL._LLy 


ou 


MfRT riocr , T"i rit i' nn 
INky-D-L UcoUlipLlUil 


\ /111 U 1 17 U j UULdLl VC U1ULC111 [xll CLU -L UU^IO _L i_> L, llCi-L _L CLiiCL J 


oeq . ino . 


O f± DO U 


C orT TP) 
Ocy • 1LV 


-Coy / wxx_i_c.j t ±'4 • in 


1 JC UlivJLJ. 


RT.A^TX 

OJjn.ij 1 /V 


NCBI GI 


gl698548 


BLAST score 


144 


F 1TZ\ 1 IIP 
J—i V CLJL LiC 


1 . Oe-09 


via Luii j_Giiy uii 


47 


x> J_vJ.ci i L _L L, y 


64 


lN^Xj-L UCOLlipLlUll 


fn c \ftQ71^ palmnHnl i n-hi nHi na nrnfpi n fHi rnfi sna faha PilTnl 

\ \J O J 1 1 J L^CL XilLWLJ.Li.X Xli JJXllVJ.Xliy ^JLULClll [ f — LCLiiCL L-Cli-ZCl O LULL J 


beq. jno . 


0 4 DO 1 


Seq. ID 


zsg701122562.hl 


Method 


BLASTX 


NCBI GI 


g2213602 


BLAST score 


168 


E value 


4. Oe-12 



9045 



Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC000348) T7N9.22 [Arabidopsis thaliana] 
54682 

zsg701122637.hl 

BLASTX 

g4115388 

237 

4.0e-20 

76 
57 

(AC005967) putative prolylcarboxypeptidase [Arabidopsis 
thaliana] 

54683 

zsg701122667.hl 

BLASTX 

g2435395 

456 

7.0e-46 

93 

89 

(U63550) pectate lyase [Fragaria x ananassa] 
54684 

zsg701122681.hl 

BLASTN 

g2345147 

66 

8.0e-29 

170 

91 

Pisum sativum developmentally regulated GTP binding protein 
(PsDRGl) mRNA, complete cds 

54685 

zsg701122715.hl 

BLASTX 

g3395440 

151 

2.0e-10 

40 

60 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
54686 

zsg701122726.hl 

BLASTX 

g4510395 

302 

8.0e-28 

67 

78 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 



9046 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54687 

zsg701122761.hl 

BLASTN 

gl381085 

70 

3.0e-31 

106 
92 

Pisum sativum imidazoleglycerol-phosphate dehydratase 
(PSHIS3) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54688 

zsg701122770.hl 

BLASTX 

g4406769 

160 

2.0e-19 

77 
75 

(AC006836) putative translin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54689 

zsg701122781.hl 

BLASTX 

g3355471 

162 

2.0e-ll 

67 

42 

(AC004218) putative lysophospholipase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



54690 

zsg701122826.hl 

BLASTN 

g857396 

95 

4.0e-46 

259 

84 

Glycine max mRNA for mitotic cyclin a2-type, complete cds 



54691 

zsg701122841.hl 

BLASTN 

gl369847 

34 

1.0e-09 

34 

100 

Mkilua fragrans 



18S ribosomal RNA (18S rDNA) gene 



54692 

zsg701122896.hl 

BLASTX 

gl350742 

170 



9047 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-12 

41 

68 

PROBABLE 60S RIBOSOMAL PROTEIN L35A >gi_1086831 (U41264) 
coded for by C. elegans cDNA yk64gl0.5; coded for by C. 
elegans cDNA yk51f3.5; coded for by C. elegans cDNA 
ykll5e7.3; coded for by C. elegans cDNA yk99dl.3; coded for 
by C. elegans cDNA yk99dl.5; coded for by C. elegans cDNA 
yk64gl 

54693 

zsg701122934.hl 

BLASTX 

g3805851 

217 

5.0e-20 

75 

67 

(AL031986) putative protein [Arabidopsis thaliana] 
54694 

zsg701122944.hl 

BLASTX 

g282873 

334 

1.0e-31 

90 
69 

transforming protein (myb) homolog - Arabidopsis thaliana 
>gi_217859_dbj_BAA01730_ (D10936) ATMYB1 protein 
[Arabidopsis thaliana] 

54695 

zsg701122990.hl 

BLASTX 

g3152572 

237 

3.0e-20 

87 

54 

(AC002986) Contains homology to DNAJ heatshock protein 
gb_U32803 from Haemophilus influenzae. [Arabidopsis 
thaliana] 

54696 

zsg701123044.hl 

BLASTX 

g!168518 

353 

7.0e-34 

84 

79 

APURINIC ENDONUCLEASE-REDOX PROTEIN (DNA- (APURINIC OR 
APYRIMIDINIC SITE) LYASE) >gi_472869_emb_CAA54234_ (X76912) 
ARP protein [Arabidopsis thaliana] 



Seq. No. 



54697 



9048 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zsg701123055.hl 

BLASTX 

g3786025 

228 

3.0e-19 

78 
60 

(AC0054 99) putative DNA-binding protein, 
[Arabidopsis thaliana] 



5' partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



54698 

zsg701123089.hl 

BLASTX 

g4263718 

229 

2.0e-19 

55 
85 

(AC006223) putative DNA topoisomerase III beta [Arabidopsis 
thaliana] 

54699 

zsg701123152.hl 

BLASTX 

gl304599 

208 

6.0e-17 

77 
48 

(U41315) ZNF127-Xp [Homo sapiens] 
54700 

zsg701123158.hl 

BLASTN 

g2213537 

33 

3.0e-09 

85 

85 

P. sativum mRNA encoding DNA-binding protein PD2 
54701 

zsg701123183.hl 

BLASTN 

gl6508 

64 

1.0e-27 

156 
85 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 

54702 

zsg701123191.hl 

BLASTX 

g2384673 



9049 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



319 

6.0e-30 

80 

72 

(AF012658) putative potassium transporter AtKT3p 
[Arabidopsis thaliana] 

54703 

zsg701123245.hl 

BLASTX 

g2766740 

230 

2.0e-19 

61 

64 

(AF039487) beta-glucosidase [Thermotoga neapolitana] 
54704 

zsg701123249.hl 

BLASTN 

g288187 

80 

3.0e-37 

96 

96 

V.unguiculata cysteine proteinase inhibitor mRNA 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54705 

zsg701123265.hl 

BLASTN 

g343348 

81 

9.0e-38 

138 

88 

Glycine max mitochondrial 
initiation motif 



DNA sequence, transcription 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54706 

zsg701123276.hl 

BLASTX 

g3337361 

186 

3.0e-14 

59 

54 

(AC004481) ankyrin-like protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54707 

zsg701123296.hl 

BLASTX 

g3298498 

225 

9.0e-19 

68 

59 

(AB013301) ethylene responsive element binding factor 



9050 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54708 

zsg701123313.hl 

BLASTX 

g4006829 

186 

3.0e-14 

69 
52 

(AC005970) putative protein kinase 



54709 

zsg701123317.hl 

BLASTN 

g3869087 

144 

2.0e-75 

204 
93 

Nicotiana paniculata 
complete cds 



[Arabidopsis thaliana] 



mRNA for elongation factor-1 alpha, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



54710 

zsg701123333.hl 

BLASTX 

g3183088 

275 

1.0e-24 

64 
75 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 

54711 

zsg701123350.hl 

BLASTX 

g82306 

141 

5.0e-09 

39 

62 



NCBI Description myb protein 305 - garden snapdragon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54712 

zsg701123380.hl 

BLASTX 

g2245060 

184 

5.0e-14 

60 
60 

(Z97342) allergen homolog [Arabidopsis thaliana] 



Seq. No. 



54713 



9051 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



zsg701123390.hl 

BLASTX 

g3947735 

171 

2.0e-12 

80 

45 

(AJ009720) NL27 [Solanum tuberosum] 



54714 

zsg701123394.hl 

BLASTX 

g4204095 

203 

3.0e-16 

54 

67 

(AF030260) CYP94A1 



[Vicia sativa] 



54715 

zsg701123406.hl 

BLASTN 

g2921315 

109 

1.0e-54 

123 

98 

Glycine max beta-1, 3-glucanase 2 (SGlu2) gene, partial 
sequence 

54716 

zsg701123409.hl 

BLASTX 

g3135270 

352 

1.0e-33 

89 
76 

(AC003058) putative protein kinase [Arabidopsis thaliana] 
54717 

zsg701123494.hl 

BLASTX 

g3461835 

200 

7.0e-16 

86 
50 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927840 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 

54718 

zsg701123550.hl 

BLASTX 

g3608479 

273 



9052 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-34 

86 

88 

(AF088912) ribosomal protein L15 [Petunia x hybrida] 
54719 

zsg701123570.hl 

BLASTX 

g3249068 

138 

1.0e-08 

83 
45 

(AC004473) Contains similarity to zinc-binding protein 
(PWA33) gb_L04190 from Pleurodeles waltlii. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



54720 

zsg701123577.hl 

BLASTX 

g2245109 

354 

5.0e-34 

84 

82 

(297343) carboxyl-terminal proteinase homolog [Arabidopsis 
thaliana] 

54721 

zsg701123581.hl 

BLASTX 

g4210330 

147 

1.0e-09 

42 
62 

(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 
[Arabidopsis thaliana] 

54722 

zsg701123582.hl 

BLASTX 

g2780192 

187 

2.0e-14 

84 

45 

(AJ222713) unnamed protein product [Arabidopsis thaliana] 
54723 

zsg701123591.hl 

BLASTX 

gl706282 

181 

1.0e-13 

63 

62 



9053 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



DISEASE RESISTANCE RESPONSE PROTEIN 206 >gi_508844 (U11716) 
disease resistance response protein 206-d [Pisum sativum] 

54724 

zsg701123596.hl 

BLASTX 

gl350956 

255 

2.0e-22 

58 

90 

40S RIBOSOMAL PROTEIN S20 (S22) 
54725 

zsg701123638.hl 

BLASTX 

g3702340 

199 

4.0e-18 

81 
60 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
54726 

zsg701123664.hl 

BLASTX 

g2827561 

299 

2.0e-27 

87 

68 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292809_emb_CAA197 99_ (AL031018) putative protein 
[Arabidopsis thaliana] 

54727 

zsg701123740.hl 

BLASTX 

g3047082 

369 

1.0e-35 

85 
80 

(AF058914) similar to Vigna radiata pectinacetylesterase 
precursor (GB:X99348) [Arabidopsis thaliana] 

54728 

zsg701123743.hl 

BLASTX 

g4510369 

201 

5.0e-16 

84 

49 

(AC007017) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



54729 



9054 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. , 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



zsg701123836.hl 

BLASTX 

g3023216 

155 

1.0e-10 

56 
57 

14-3-3-LIKE PROTEIN GF14 MU >gi_1531629 (U60444) GF14 mu 
[Arabidopsis thaliana] 



54730 

zsg701123845.hl 

BLASTX 

g4467159 

363 

5.0e-35 

86 

79 

(AL035540) hypothetical protein 



[Arabidopsis thaliana] 



54731 

zsg701123847.hl 

BLASTX 

gl856971 

254 

3.0e-22 

52 

90 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 

54732 

zsg701123917.hl 

BLASTX 

g3334409 

150 

6.0e-10 

32 

94 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 

>gi_2129765_pir S71261 V-type proton-ATPase - Arabidopsis 

thaliana >gi__1143394_emb_CAA6308 6_ (X92117) V-type 
proton-ATPase [Arabidopsis thaliana] 

54733 

zsg701123936.hl 

BLASTX 

g3033384 

213 

2.0e-17 

71 

56 

(AC004238) putative CTP synthase [Arabidopsis thaliana] 
54734 

zsg701123944.hl 



9055 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4038035 

141 

6.0e-09 

37 

78 

(AC005936) 
thaliana] 



putative DNA-binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



54735 

zsg701123950.hl 

BLASTX 

gl946355 

357 

3.0e-34 

92 

68 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

54736 

zsg701123958.hl 

BLASTX 

g3510251 

272 

2.0e-24 

88 
50 

(AC005310) unknown protein [Arabidopsis thaliana] 
54737 

zsg701123978.hl 

BLASTX 

g3236235 

222 

2.0e-18 

59 
66 

(AC004 684) unknown protein [Arabidopsis thaliana] 
>gi_4056501 (AC005896) unknown protein [Arabidopsis 
thaliana] 

54738 

zsg701123986.hl 

BLASTX 

g3702335 

148 

8.0e-10 

38 

66 

(AC005397) putative DNA binding protein [Arabidopsis 
thaliana] 

54739 

zsg701123993.hl 
BLASTX 



9056 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g465514 
143 

3.0e-09 

83 

40 

HYPOTHETICAL 47.4 KD PROTEIN IN PTC3-SAS3 INTERGENIC REGION 

>gi_542308_j>ir S39833 hypothetical protein YBL055c - yeast 

(Saccharomyces cerevisiae) >gi_313743_emb_CAA807 92_ 
(Z23261) YBL0511 [Saccharomyces cerevisiae] 
>gi_536084_emb_CAA84875_ (Z35816) ORF YBL055c 
[Saccharomyces cerevisiae] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54740 

zsg701124029.hl 

BLASTX 

g4512667 

162 

2.0e-ll 

63 

52 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54741 

zsg701124084.hl 

BLASTX 

g4093157 

137 

1.0e-08 

69 
52 

(AF087936) phytochrome-associated protein 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54742 

zsg701124086.hl 

BLASTX 

g4467124 

201 

3.0e-16 

40 

90 

(AL035538) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54743 

zsg701124109.hl 

BLASTX 

g3738288 

277 

2.0e-27 

81 

73 

(AC005309) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



54744 

zsg701124153.hl 
BLASTX 



9057 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2632252 
186 

3.0e-14 

82 
40 

(Y12464) 



serine/threonine kinase [Sorghum bicolor] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



54745 

zsg701124172.hl 

BLASTX 

g3738320 

138 

1.0e-08 

80 
34 

(AC005170) putative cinnamoyl CoA reductase [Arabidopsis 
thaliana] 

54746 

zsg701124256.hl 
BLAST N 
g2267582 
38 

4.0e-12 

65 
91 

Gossypium hirsutum vacuolar HH — ATPase subunit E mRNA, 
complete cds 

54747 

zsg701124260.hl 

BLASTX 

g4572671 

151 

3.0e-10 

74 

46 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

54748 

zsg701124312.hl 

BLASTX 

gll2564 

180 

2.0e-13 

73 
53 

beta-glucosidase (EC 3.2.1.21) - cassava 

>gi_249262__bbs_101989 (S35175) linamarase=beta-glucosidase 
[Manihot esculenta=cassava, Cranz, Peptide, 531 aa] 
[Manihot esculenta] 

54749 

zsg701124318.hl 

BLASTN 

g475599 



9058 



® 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138 

7.0e-72 

161 

98 

Glycine max Century 84 BiP isoform B mRNA, complete cds 
54750 

zsg701124349.hl 

BLASTX 

g3914940 

183 

2.0e-19 

64 
78 

SEDOHEPTULOSE-1, 7 -BIS PHOSPHATASE CHLOROPLAST PRECURSOR 
{ SEDOHEPTULOSE-BISPHOSPHATASE) ( SBPASE ) ( SED (1,7) P2ASE ) 

>gi_2529376 (L76556) sedoheptulose-1, 7-bisphosphatase 
[Spinacia oleracea] 



Seq. No. 


54751 


Seq. ID 


zsg701124378.hl 


Method 


BLASTN 


NCBI GI 


g4104973 


BLAST score 


46 


Hj value 


6 . Oe-17 


Match length 


66 


% identity 


92 


NCBI Description 


Pisum sativum spermidine synthase 2 (SPDSYN2 


complete cds 


Seq. No. 


54752 


Seq. ID 


zsg701124406.hl 


Method 


BLASTN 


NCBI GI 


g2052028 


BLAST score 


119 


E value 


2.0e-60 


Match length 


254 


% identity 


87 


NCBI Description 


G.max mRNA for glutathione transferase 


Seq. No. 


54753 


Seq. ID 


zsg701124438.hl 


Method 


BLASTN 


NCBI GI 


g2052028 


BLAST score 


156 


E value 


1.0e-82 


Match length 


212 


% identity 


94 


NCBI Description 


G.max mRNA for glutathione transferase 


Seq. No. 


54754 


Seq. ID 


zsg701124504.hl 


Method 


BLASTX 


NCBI GI 


g2623297 


BLAST score 


147 


E value 


1.0e-09 


Match length 


68 



9059 



% identity 

NCBI Description (AC002409) unknown protein [Arabidopsis thaliana] 

>gi_37 90583 (AF07 9180) RING-H2 finger protein RHCla 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54755 

zsg701124539.hl 

BLASTX 

g!825727 

131 

1.0e-16 

79 
56 

(U88308) C32E8.5 gene product [Caenorhabditis elegans] 
54756 

zsg701124570.hl 

BLASTX 

g4406808 

268 

7.0e-24 

89 

57 

(AC006201) unknown protein [Arabidopsis thaliana] 
54757 

zsg701124582.hl 

BLASTX 

g2853081 

275 

1.0e-24 

67 

79 

(AL021768) ATP binding protein - like [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54758 

zsg701124606.hl 

BLASTX 

g3548806 

168 

3.0e-12 

41 

71 

(AC005313) unknown protein [Arabidopsis thaliana] 



54759 

zsg701124674.hl 

BLASTN 

g3176097 

110 

4.0e-55 

206 
88 

Medicago truncatula 



mRNA for annexin 



Seq. No. 



54760 



9060 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zsg701124682.hl 

BLASTX 

g728938 

368 

1.0e-35 

80 
90 

PYROPHOSPHATE -ENERGIZED VACUOLAR MEMBRANE PROTON PUMP 
(PYROPHOSPHATE-ENERGIZED INORGANIC PYROPHOSPHATASE) 

(H+-PPASE) >gi_322841_pir JC14 66 inorganic pyrophosphatase 

(EC 3.6.1.1) - barley >gi_285638_dbj_BAA02717_ (D13472) 
inorganic pyrophosphatse ase ? [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54761 

zsg701124695.hl 

BLASTX 

g2829890 

283 

9.0e-26 

79 

35 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



54762 

zsg701124709.hl 

BLASTX 

g2760323 

391 

2.0e-38 

82 

89 



NCBI Description (AC002130) F1N21.8 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54763 

zsg701124726.hl 

BLASTN 

g2224730 

88 

5.0e-42 

116 

94 

Vigna radiata mRNA for Aux22d, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54764 

zsg701124761.hl 

BLASTX 

g4538903 

321 

4.0e-30 

78 

77 

(AL049482) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



54765 

zsg701124762.hl 

BLASTN 

g3097265 



9061 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

8.0e-38 

149 

89 

Pisum sativum mRNA for translation initiation factor 
54766 

zsg701124782.hl 

BLASTX 

gl899188 

189 

1.0e-14 

82 
19 

(U90212) DNA binding protein ACBF [Nicotiana tabacum] 
54767 

zsg701124817.hl 

BLASTN 

g3687388 

50 

2.0e-19 

174 

83 

Lycopersicon esculentum mRNA for putative cullin protein 
54768 

zsg701124874.hl 

BLASTX 

g3402675 

151 

3.0e-10 

78 

42 

(AC004697) hypothetical protein [Arabidopsis thaliana] 
54769 

zsg701124879.hl 

BLASTX 

g2244792 

243 

1.0e-29 

84 

71 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 
54770 

zsg701124880.hl 

BLASTN 

gl8751 

255 

1.0e-141 

255 
100 

Soybean Soychs gene for chalcone synthase (EC 2.3.1.74) 



Seq. No. 



54771 



9062 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zsg701124944.hl 

BLASTN 

gl69932 

183 

1.0e-98 

242 
94 

Soybean light-harvesting chlorophyll a/b-binding protein 
(LHCPII) mRNA, 3" end 





Seq. No. 


54772 




Seq. ID 


zsg701124951.hl 




Method 


BLASTX 




NCBI GI 


g2613143 




BLAST score 


200 




E value 


5.0e-16 




Match length 


68 




% identity 


59 




NCBI Description 


(AF030548) tubulin [Oryza sativa] 




Seq. No. 


54773 




Seq. ID 


zsg701124978.hl 


'M 


Method 


BLASTN 


: 


NCBI GI 


g4185510 




BLAST score 


50 




E value 


2.0e-19 




Match length 


121 




% identity 


86 




NCBI Description 


Arabidopsis thaliana actin depolymerizing 






mRNA, complete cds 




Seq. No* 


54774 




Seq. ID 


zsg701125040.hl 




Method 


BLASTX 




NCBI GI 


g2398529 




BLAST score 


274 




E value 


2.0e-24 




Match length 


75 




% identity 


75 




NCBI Description 


(Y13724) Transcription factor [Arabidopsi; 




Seq. No. 


54775 




Seq. ID 


zsg701125081.hl 




Method 


BLASTX 




NCBI GI 


g416869 




BLAST score 


315 




E value 


2.0e-29 




Match length 


91 



4 (ADF4) 



% identity 

NCBI Description 



66 

CYSTEINE SYNTHASE CHLOROPLAST PRECURSOR (O-ACETYLSERINE 
SULFHYDRYLASE) (O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 
>gi_303902_dbj_BAA03542_ (D14722) cysteine synthase 
[Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 



54776 

zsg701125094.hl 
BLASTX 



9063 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3641845 
215 

1.0e-18 

61 

80 

(AJ223358) stelar K+ outward rectifying channel 
[Arabidopsis thaliana] 

54777 

zsg701125105.hl 

BLASTX 

g3819710 

262 

4.0e-23 

59 

80 

(AJ224161) delta-8 sphingolipid desaturase [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54778 

zsg701125106.hl 

BLASTX 

g3063473 

163 

2.0e-ll 

90 

51 

{AC003981) F22013.35 [Arabidopsis thaliana] 
54779 

zsg701125157.hl 

BLASTX 

g4262140 

236 

4.0e-20 

56 

79 

(AC005275) putative C-type Ul snRNP [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



54780 

zsg701125193.hl 

BLASTX 

g3914052 

137 

9.0e-09 

37 

84 

DNA MISMATCH REPAIR PROTEIN MSH6 >gi_2104549 (AF0G1535) 
AGAA.3 [Arabidopsis thaliana] 

54781 

zsg701125266.hl 

BLASTN 

g516853 

245 

1.0e-135 
257 



9064 



% identity 36 

NCBI Description Soybean SUBI-2 gene for ubiquitin, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54782 

zsg701125296.hl 

BLASTX 

g3913239 

256 

9.0e-29 

78 

83 

PROBABLE 1-DE0XYXYLUL0SE-5-PH0SPHATE SYNTHASE (DXP 
SYNTHASE) >gi_2612941 (AF024512) CLA1 transketolase-like 
protein [Oryza sativa] 



54783 

zsg701125308.hl 

BLASTX 

g2982303 

354 

5.0e-34 

83 

77 

(AF051236) hypothetical protein 



[Picea mariana] 



54784 

zsg701125351.hl 

BLASTX 

g4454039 

266 

1.0e-23 

83 

61 

(AL035394) putative Na+/H+-exchanging protein [Arabidopsis 
thaliana] 

54785 

zsg701125361.hl 

BLASTN 

g!69980 

201 

1.0e-109 

241 

96 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
54786 

zsg701125455.hl 

BLASTX 

g3426039 

389 

5.0e-38 

87 

83 

(AC005168) unknown protein [Arabidopsis thaliana] 



Seq. No. 



54787 



9065 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



zsg701125479.hl 

BLASTN 

g!369851 

55 

3.0e-22 

123 
86 

Solanum tuberosum kinesin heavy chain-like protein mRNA, 
complete cds 

54788 

zsg701125490.hl 

BLASTX 

g4220474 

157 

7.0e-ll 

66 
65 

(AC006069) putative myosin heavy chain [Arabidopsis 
thaliana] 

54789 

zsg701125671.hl 

BLASTN 

gl66419 

131 

1.0e-67 
191 
92 

Medicago sativa 

3-0-methyltransferase mRNA, complete cds 



S-adenosyl-L-methionine: caffeic acid 



54790 

zsg701125684.hl 

BLASTX 

g2781436 

157 

7.0e-ll 

84 
40 

(AF035483) phospholipase D2 [Homo sapiens] 
>gi_4505875_ref_NP_002654.1j?PLD2_ phospholipase D2 

54791 

zsg701125688.hl 

BLASTN 

g402635 

132 

3.0e-68 

240 

89 

L.albus gene for beta-tubulin 
54792 

zsg701125710.hl 

BLASTX 

g4510400 



9066 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



348 

3.0e-33 

89 

71 

(AC006587) putative vacuolar-type 
thaliana] 



H (+) -ATPase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54793 

zsg701125770.hl 

BLASTX 

g3377797 

214 

2.0e-17 

89 
56 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



54794 

zsg701125801.hl 

BLASTN 

g2055227 

195 

1.0e-106 

263 

94 

Glycine max mRNA for SRC1, complete cds 
54795 

zsg701125808*hl 

BLASTN 

g!431628 

104 

2.0e-51 

139 

94 

V.radiata mRNA for pectinacetylesterase 
54796 

zsg701125826.hl 

BLASTX 

g4204275 

139 

9.0e-09 

60 

48 

(AC004146) Unknown protein [Arabidopsis thaliana] 
54797 

zsg701125848.hl 

BLASTN 

g218088 

96 

9.0e-47 



9067 



Match length 235 



% identity 


q a 
o o 


NCBI Description 


KlCc IUKlNri tor r JLJJObUIUclX piUUclU ±± t \£* l ±3 ycuic; / paiuiai 




sequence 


Seq. No. 


o ft / yo 


Seq. ID 


zsg/uiizoooy. ni 


Method 




NCBI GI 


gl6508 


BLAST score 


101 


E value 


9.0e-50 


Match length 


1 A C 
143 


•s identity 


yz 


NCBI Description 


A.thaliana DNA for S-adenosylmethionine synthetase gene 




cam — 1 ^rr-l 1fi£fi71 rrbi MRRm? ATH^AM A thai i^na 




S- adenosylitiethionine synthetase gene, coiuplete cds 


Seq. No. 


34 / y y 


Seq. ID 


zsg/01125o /o.nl 


Method 


TIT 7\ O TV 


NCBI GI 


gl841355 


BLAST score 


157 


E value 


/ . Oe-11 


Match length 


J / 


% identity 


73 


NCBI Description 


(Uo jjoI) cy uocnroiue c oxiaase suduuil vd precur&ur j_uiyzci 




sativa] 


Seq. No. 


54800 


Seq. ID 


zsg 7 011258 88 . hi 


Method 


BLASTX 


NCBI GI 


g3047109 


BLAST score 


164 


E value 


1 . Oe-11 


Match length 


54 


% identity 


c o 


NCBI Description 


(AF058 919) No definition line found [AraDiaopsis rriaiiana 


Seq. No. 


o4oul 


Seq. ID 


zsg/uiizoyuo.ni 


Method 


BLASTX 


NCBI GI 


g2288988 


BLAST score 


154 


E value 


i . ue-iu 


Match length 


68 


% identity 


50 


NCBI Description 


(AC002335) hypothetical protein [Arat>iaopsis tznaiianaj 


Seq. No. 


c A Q r\ o 
04 oUZ 


Seq. ID 


zsg7 01125910 . hi 


Method 


nj 7\ CTY 


NCBI GI 


g2245115 


BLAST score 


174 


E value 


7.0e-13 


Match length 


66 


% identity 


53 


NCBI Description 


(Z97343) unnamed protein product [Arabidopsis thaliana] 



9068 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54803 

zsg701125921.hl 

BLASTX 

g4512705 

273 

2.0e-24 

75 

75 

(AC006569) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54804 

zsg701125957.hl 

BLASTX 

g3021348 

209 

5.0e-17 

46 

89 

(AJ004961) ribosomal protein L18 [Cicer arietinum] 
54805 

zsg701125973.hl 

BLASTX 

gl856971 

278 

4.0e-25 

79 

70 

(D2 6058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 

54806 

zsg701126004.hl 

BLASTN 

g2970653 

60 

3.0e-25 

124 

94 

Vigna unguiculata ferritin subunit cowpea2 precursor, mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

54807 

zsg701126013.hl 

BLASTN 

g2160155 

42 

2.0e-14 

94 

86 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 



54808 



9069 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zsg701126040.hl 

BLASTN 

g!663536 

62 

2.0e-26 

162 

85 

Glycine max clone RLG1 disease resistance protein homolog 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54809 

zsg701126043.hl 

BLASTX 

g2833378 

172 

1.0e-12 

55 
65 

HEXOKINASE >gi_619928 (U18754) hexokinase [Arabidopsis 

thaliana] >gi_1582383_prf 2118367A hexokinase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54810 

zsg701126066.hl 

BLASTN 

g2791947 

39 

4.0e-13 

71 

89 

Lupinus luteus mRNA for ribosomal protein L13a 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54811 

zsg701126078.hl 

BLASTX 

g3860255 

173 

1.0e-12 

52 
73 

(AC005824) hypothetical protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54812 

zsg701126113.hl 

BLASTN 

g4191760 

45 

2.0e-16 

85 
88 

Genomic sequence for Arabidopsis thaliana BAC F17F8, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



54813 

zsg701126222.hl 

BLASTX 

g4567271 



9070 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196 

1.0e-15 

73 
68 

(AC006841) putative kinesin protein [Arabidopsis thaliana] 
54814 

zsg701126224.hl 

BLASTX 

g629562 

326 

6.0e-31 

67 
90 

sulfate adenylyltransf erase (EC 2.7.7.4) - Arabidopsis 
thaliana >gi_2129743_pir S68024 sulfate 

adenylyltransf erase (EC 2.7.7.4) precursor (clone APS2) - 
Arabidopsis thaliana >gi_487404_emb_CAA557 99_ (X7 9210) 
sulfate adenylyltransferase [Arabidopsis thaliana] 
>gi_1228104 (U06276) ATP sulfurylase [Arabidopsis thaliana] 
>gi_1378028 (U40715) ATP sulfurylase precursor [Arabidopsis 
thaliana] >gi_1575324 (U59737) ATP sulfurylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54815 

zsg701126225.hl 

BLASTX 

g3643609 

349 

1.0e-33 

70 
77 

(AC005395) putative Cys3His zinc finger protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54816 

zsg701126258.hl 

BLASTN 

g!69956 

50 

3.0e-19 

50 

100 

Glycine max G-box binding factor (GBF1) mRNA, complete cds 
54817 

zsg701126296.hl 

BLASTX 

g2920839 

173 

8.0e-13 

57 
56 

(U95136) Os-FIERG2 gene product [Oryza sativa] 



Seq. No. 
Seq. ID 



54818 

zsg701126335.hl 



9071 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTN 

g310562 

145 

5.0e-76 

203 

95 

Glycine max calmodulin (SCaM-5) mRNA, complete cds 
54819 

zsg701126378.hl 

BLASTX 

g584825 

206 

9.0e-17 

57 

89 

B2 PROTEIN >gi_322726_pir S32124 B2 protein - carrot 

>gi_297889_emb_CAA51078_ (X72385) B2 protein [Daucus 
carota] 

54820 

zsg701126388.hl 

BLASTN 

gl841869 

41 

5.0e-14 

77 

95 

Pimpinella brachycarpa elongation factor 1-beta (EF-l-beta) 
mRNA, complete cds 

54821 

zsg701126408.hl 

BLASTX 

g4006902 

301 

1.0e-27 

88 

64 

(Z99708) putative protein [Arabidopsis thaliana] 
54822 

zsg701126439.hl 

BLASTX 

g2245060 

199 

9.0e-16 

83 
47 

(Z97342) allergen homolog [Arabidopsis thaliana] 
54823 

zsg701126455.hl 

BLASTX 

g4220489 

355 

4.0e-34 



9072 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 
76 

(AC006069) 



hypothetical protein [Arabidopsis thaliana] 



54824 

zsg701126469.hl 

BLASTX 

gl076715 

290 

2.0e-26 

85 

55 

abscisic acid-induced protein HVA22 
(L19119) A22 [Hordeum vulgare] 



54825 

zsg701126504.hl 

BLASTN 

gl70059 

269 

1.0e-150 

281 
99 

Soybean (G.max L. 
cds 



- barley >gi_404589 



) beta-tubulin (S-beta-1) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54826 

zsg701126524.hl 

BLASTX 

gl076668 

207 

7.0e-17 

64 
67 

NADH dehydrogenase (EC 1. 
>g i_6 3 9 8 3 4 _emb_CAA5 8 8 2 3_ 
[Solanura tuberosum] 



6.99.3) - potato 

(X83999) NADH dehydrogenase 



54827 

zsg701126530.hl 

BLASTX 

g4544453 

279 

4.0e-25 

65 
78 

(AC006592) hypothetical protein [Arabidopsis thaliana] 
54828 

zsg701126583.hl 

BLASTX 

g2351374 

197 

2.0e-15 

90 

80 

(U54560) putative 26S proteasome subunit athMOV34 



9073 



[Arabidopsis thaliana] 





54829 




Seq. ID 


zsg701126588 


.hi 


Method 


BLASTX 




IM JD J- w X 


g2842490 




dt 71 QT o pnrp 

DiiriO X OUUIC 


148 




£u ValUc 


8.0e-10 






53 




&■ A /-^ ^ t"» 4~ "! "hir 


58 




LMOox UcSLIipLlUIl 


(AL021749) heat- 


O \Z; • LN \J ■ 


54830 




Seq. ID 


zsg701126594 


.hi 


Method 


BLASTN 




INvDl w J. 


g402635 






86 




Hj ValUc 


1.0e-40 




M a "I - /"* Vi 1 £±T\fr\~ Vi 


230 






88 






L.albus gene 


fo 




54831 




Spa ID 


zsg701126648 


.hi 


Method 


BLASTX 




NCBI GI 


g2435519 




BLAST score 


193 




E value 


3.0e-17 




Match length 


80 




% identity 


79 




NCBI Description 


(AF024504) simi 



[Arabidopsis thaliana] 



cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54832 

zsg701126651.hl 

BLASTX 

gl34810 

142 

4.0e-09 

81 

36 

SPERMIDINE SYNTHASE (PUTRESCINE AMINOPROPYLTRANSFERASE) 

(SPDSY) >gi_66609_pir SYECSD spermidine synthase (EC 

2.5.1.16) - Escherichia coli >gi_147852 (J02804) spermidine 
synthase [Escherichia coli] >gi_473788_dbj__BAA05577_ 
(D26562) 'spermidine synthase 1 [Escherichia coli] 
>gi_1786312 (AE000121) spermidine synthase = putrescine 
aminopropyl trans f erase [Escherichia coli] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



54833 

zsg701126677.hl 

BLASTX 

g4512663 

168 

4.0e-12 

82 



9074 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4544470_gb_AAD22377.1_AC006580_9 (AC006580) 
hypothetical protein [Arabidopsis thaliana] 

54834 

zsg701126704.hl 

BLASTX 

g2660670 

196 

1.0e-21 

85 
68 

(AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 

54835 

zsg701126792.hl 

BLASTX 

g3914052 

102 

3.0e-09 

53 

66 

DNA MISMATCH REPAIR PROTEIN MSH6 >gi_2104549 (AF001535) 
AGAA.3 [Arabidopsis thaliana] 

54836 

zsg701126823.hl 

BLASTX 

g3068705 

148 

7.0e-10 

43 

63 

(AF049236) unknown [Arabidopsis thaliana] 



54837 

zsg701126912.hl 

BLASTX 

g2342690 

139 

6.0e-09 

44 

48 

(AC000106) Similar to Homo 
[Arabidopsis thaliana] 



copine I (gb_U8324 6) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54838 

zsg701126920.hl 

BLASTX 

g4006878 

277 

6.0e-25 

83 

60 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 



9075 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54839 

zsg701126925.hl 

BLASTN 

g!2545 

36 

5.0e-ll 

48 

94 

Cucurbit a sp. pMCPN60- 



■2 mRNA for chaperonin 



54840 

zsg701126939.hl 

BLASTX 

g4314365 

141 

4.0e-09 

61 

51 

(AC006340) putative copia-like retrotransposon Hopscotch 
[Arabidopsis thaliana] 



54841 

zsg701126940.hl 

BLASTN 

gl498371 

81 

8.0e-38 

137 

90 

Solanum tuberosum actin 



(Pot79) gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54842 

zsg701126948.hl 

BLASTN 

g4104973 

122 

3.0e-62 

194 

91 

Pisum sativum spermidine synthase 2 
complete cds 



(SPDSYN2) mRNA., 



54843 

zsg701126951.hl 

BLASTN 

g849135 

33 

2.0e-09 

123 

87 

Vigna radiata vacuolar H+-ATPase subunit A mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 



54844 

zsg701127089.hl 
BLASTX 



9076 



NCBI GI 


g4105798 


BLAST score 


160 


T* 1 T7"^ 1 no 
i_> vaJ-Lic 


3 . Oe-11 


MA'hr'h 1 pn(Tt*h 
lid l L/i 1 ±ciiy l n 


37 


^ XLlfeSil L. -L uy 






(AF049930} PGP237-11 fPetunia x hvbrida] 




JIOI J 




zsg701127093 .hi 


1 iC L.1 IvJLl 


RT.ASTX 


NCBI GI 


g3451067 


BLAST score 


162 


i-i v a. -L Lie; 


1 . Oe-12 


M^l-ph 1 prtn+h 

1 id LUll -J- ~ 1 iVJ Lll 


56 


o XUcilL± Ly 


l> 0 


NPRT npqpri nf-i nn 


(AL031326) putative protein [Arabidopsis thaliana] 


OclJ. LNLJ ♦ 




iJC^ • X 1J 


zsa701127167 hi 


L1C L i JLL/Li 


RT.A^TN 


ri\-fSDA. OX 


rrQ?7Sri4 
y _?z. / u *± 


BLAST score 


97 


E value 


2.0e-47 


L v 1cILl-Xi XcilyLii 


x .? u 


^ X LlCll LlLy 


0 0 


TvT f* 1 TD X ^ o "v t v\ +- n 
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iz • 0 d L X V LXLu lLLi\LNra iUI XX ULLUcC X/ L) JJl^liUO|JiiaLC axuu _l < 
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oeq. NO . 


u 4 0 41 / 


Can in 
Ocvj. X Lv 


■7c;rr701 1 979? c i hi 

OLj / L/ X X Z, /^Z.J.llX 


1 it; L-11LJL1 


OXtriO 1 /V 


MfRT (IT 
L\L>01 L3l 


rr91 ^OfiQn 

LjZ.XULy'UJU 


BLAST score 


263 


E value 


2.0e-23 


Lid L Oil IcUy Lii 


U U 


O X LlC 11 L X L.^y 


74 


ivL/D X L/CD L*X Xp < LUii 


fn7^ c 19fi^ R 1 rpmi 1 at nrv «?nhnni f n"F PP?A f Arabidoosi, 

\ U I J J^i U ^ JJ XCMLlXd LU1 _y O LlJ^LlllX L. \J J- t £ t-n |_ ii-l- C-i-^-' -1- <-> J~ < 




-HVia 1 i ana 1 


OCLJ > 1NL? . 


JiOtO 


OCLjt X lJ 


7<3a701127318 hi 

ili O LJ /L/XXZ. / J1U * 111 


Mpt" h nH 




MpRT (IT 
LNL^.D1 Ul 




BLAST score 


201 


E value 


5.0e-16 


1 id LLii x tiny L.11 




0 x Lic-i iti uy 


7^ 


LNO.DX UcjLI ipLXUlI 


( tit 099^47 ^ oarinp /thrpnn -1 np V i riP«!P — 1 -j Vp nrnf Pin 




FATPilri Hnrmi <? "hh^li^nsl 

\_ riJL dU 1 H.L/p OlO LlldJ — Ldlld J 


beq- jno . 


C A Q A Q 

04 0 4 


Sea ID 


zsa701127327 hi 


Method 


BLASTN 


NCBI GI 


g2564044 


BLAST score 


35 


E value 


2.0e-10 


Match length 


51 



9077 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19P17, complete sequence [Arabidopsis thaliana] 

54850 

zsg701127336.hl 

BLASTN 

g2598656 

149 

2.0e-78 

236 

91 

Vicia faba mRNA for elongation factor 1-alpha (EFl-a) 
54851 

zsg701127358.hl 

BLASTX 

g2252844 

153 

2.0e-10 

44 
61 

(AF013293) belongs to the cytochrome p450 family 
[Arabidopsis thaliana] 



54852 

zsg701127368.hl 

BLASTN 

g4165549 

60 

3.0e-25 

110 

93 

Malus domestica mRNA for phosphoglyceromutase, 



complete cds 



54853 

zsg701127376.hl 

BLASTX 

g3738089 

154 

2.0e-10 

90 
42 

(AC005617) similar to symbiotic ammonium transporter, SAT1 
[Arabidopsis thaliana] >gi_4314372_gb_AAD15583_ (AC006340) 
putative symbiotic ammonium transporter SAT1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



54854 

zsg701127395.hl 

BLASTX 

g285741 

139 

1.0e-08 

94 

38 

(D14550) EDGP precursor 



[Daucus carota] 



9078 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54855 

zsg701127490.hl 

BLASTX 

gl707010 

172 

1.0e-12 

40 

78 

(U78721) mitochondrial carrier protein isolog 
thaliana] 



[Arabidopsis 



O " M ■ * 


54856 


oeq. ijj 


*7<5rr701 1 97S44 hi 




DJjXlu X L>) 


NCBI GI 


g4468976 


BLAST score 


37 


Hi value 


i , XX 


ixiax.cn xeiiy lii 


-7 C. 


-5 identity 




lNUoi uescripLiou 


riLaiJJ.UUpoXo L.iici-L-LCiixc 




^iiiooii project ) 


oeq. no. 


^dft ^7 


beq. lu 


*rcirr7ni197^4S hi 

zsg/uxx^ /c/'u.iix 


Method 


BLASTX 


NCBI GI 


g3831451 


BLAbi score 


9 n r 


E value 


z . Ut; x u 


Match length 




^ iaentii.y 


Q1 

X 


JNUbi Description 


^ riv^ UUj / UU) puidLlvc 




Lllallalla J 


Q r-\ i^T TiTi-i 

oeq . lno . 


R4 ft Rfi 

J1 O JO 


Seq. ID 


zsg701127546.hl 


Method 


BLASTX 




rr94 4?^9 Q 


Jbiiiibi score 


170 

X / \J 


E value 


z . ue-iz 


Match length 


63 


% identity 


38 


NCBI Description 


(D86122) Mei2-like ; 


Seq. No. 


54859 


Seq. ID 


zsg701127575.hl 


Method 


BLASTX 


NCBI GI 


g4559304 


BLAST score 


470 


E value 


2.0e-47 


Match length 


92 


% identity 


91 


NCBI Description 


(AF127021) T7-like 


Seq. No. 


54860 


Seq. ID 


zsg701127586.hl 


Method 


BLASTX 



F19F18 



0-GlcNAc transferase [Arabidopsis 



9079 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3559816 
176 

4.0e-17 

66 
74 

(Y15782) 



transketolase 2 [Capsicum annuum] 



54861 

zsg701127680.hl 

BLASTX 

g585416 

348 

3.0e-33 

89 
71 

LIPOXYGENASE >gi_467565_emb_CAA50483_ (X71344) lipoxygenase 
[Lens culinaris] 

54862 

zsg701127690.hl 

BLASTN 

g506628 

204 

l.Oe-lll 

232 

97 

Glycine max cv. Dare photosystem II type I chlorophyll 
a/b-binding protein (lhcbl*7) gene, complete cds 

54863 

zsg701127692.hl 

BLASTX 

g4530126 

303 

6.0e-28 

88 

67 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 

54864 

zsg701127703.hl 

BLASTN 

gl70053 

189 

1.0e-102 

189 

100 

Soybean ribosomal protein Sll mRNA, 3 T end 
54865 

zsg701127713.hl 

BLASTX 

g4544440 

221 

2.0e-18 
75 



9080 



% identity 56 

NCBI Description (AC006592) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54866 

zsg701127833.hl 

BLASTN 

g2564045 

36 

6.0e-ll 

118 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K8K14, complete sequence [Arabidopsis thaliana] 



TAC clone: 



54867 

zsg701127849.hl 

BLASTN 

g4406529 

33 

3.0e-09 

53 
91 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

54868 

zsg701127862.hl 

BLASTX 

g4455296 

365 

3.0e-35 

85 

73 

(AL035528) hypothetical protein [Arabidopsis thaliana] 



54869 

zsg701127863.hl 

BLASTX 

g3860333 

199 

9.0e-16 

68 
62 

(AJ012693) basic blue copper protein 



[Cicer arietinum] 



54870 

zsg701127880.hl 

BLASTN 

gl66379 

114 

2.0e-57 

226 

88 

Alfalfa glucose-regulated endoplasmic reticular protein 
mRNA, complete cds 



Seq. No. 



54871 



9081 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zsg701127904.hl 

BLASTN 

gl70046 

39 

1.0e-12 

63 
90 

Glycine max protein kinase 



(PK6) mRNA, complete cds 



54872 

zsg701127927.hl 

BLASTN 

gl928978 

32 

5.0e-09 

36 

97 

Vigna unguiculata phospholipase D mRNA, complete cds 
54873 

zsg701127954.hl 

BLASTN 

g609224 

73 

5.0e-33 
173 
8 6 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54874 

zsg701128019.hl 

BLASTX 

g3980378 

153 

1.0e-10 

33 

82 

(AC004561) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54875 

zsg701128076.hl 

BLASTN 

g2920665 

153 

7.0e-81 

188 

96 

Glycine max 2,4-D inducible glutathione S-transf erase 
(GSTa) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



54876 

zsg701128115.hl 

BLASTX 

g3287270 



9082 



BLAST score 


246 


lij ValUc 


2 . Oe-21 




59 


% identity 


7 S 




(Y09533) involved in starch 


beq. jno. 




DeLj[ • iu 


zsg701128181.hl 


Method 




NCBI GI 
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BLAST score 
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£j ValUc 




rlaUCIl XSIlyLtl 
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% identity 






porin, plastid - garden pea 
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S4R7R 
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NUrsx ul 
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P vum mRNA for starch 
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^4 RRO 


beq. i-u 


7<?a701128212 hi 


rue i— 1 1 


BLASTX 


NCBI GI 


g629693 


BLAST score 


229 


E value 


3.0e-19 


Match length 


88 


% identity 


50 



Arabidopsis thaliana 
protein kinase 



branching enzyme I 



NCBI Description 



probable integrase - common tobacco (fragment) 
>gi_530742_emb_CAA56791_ (X80830) integrase [Nicotiana 
tabacum] 



Seq . No . 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



54881 

zsg701128223.hl 

BLASTN 

g2920665 

89 

1.0e-42 
161 



9083 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Glycine max 2,4-D inducible glutathione S-transf erase 
(GSTa) mRNA, complete cds 

54882 

zsg701128440.hl 

BLASTN 

g870783 

42 

2.0e-14 

66 
91 

Sesamum indicum omega-3 fatty acid desaturase mRNA, nuclear 
gene encoding chloroplast protein, complete cds 

54883 

zsg701128521.hl 

BLASTX 

g4185312 

144 

5.0e-18 

91 
65 

(AF090446) copia protein [Zea mays] 
54884 

zsg701128523.hl 

BLASTX 

g3970797 

151 

2.0e-10 

52 

56 

(Y13766) polynucleotide phosphorylase [Staphylococcus 
aureus] 

54885 

zsg701128528.hl 

BLASTX 

g2239229 

145 

1.0e-09 

33 
79 

(Z97210) hypothetical protein [Schizosaccharomyces pombe] 
54886 

zsg701128549.hl 

BLASTN 

g313147 

120 

5.0e-61 

276 

89 

A.medicago MSK-3 mRNA for protein kinase 



Seq. No. 



54887 



9084 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zsg701128556.hl 

BLASTN 

g4102689 

68 

2.0e-30 

113 

90 

Glycine max 24 kDa seed maturation protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54888 

zsg701128609.hl 

BLASTX 

g3183088 

279 

4.0e-25 

87 

57 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 

54889 

zsg701128647.hl 

BLASTX 

gl076344 

224 

6.0e-19 

71 

61 

kinase-associated protein phosphatase precursor - 
Arabidopsis thaliana 



Seq. No. 


54890 


Seq. ID 


zsg701128657.hl 


Method 


BLASTN 


NCBI GI 


g310568 


BLAST score 


153 


E value 


9.0e-81 


Match length 


212 


% identity 


92 


NCBI Description 


Glycine max homeobox-< 


Seq. No. 


54891 


Seq. ID 


zsg701128696.hl 


Method 


BLASTN 


NCBI GI 


gl675195 


BLAST score 


72 


E value 


2.0e-32 


Match length 


186 


% identity 


85 


NCBI Description 


Pisum sativum (clone 




complete cds 


Seq. No. 


54892 


Seq. ID 


zsg701128738.hl 



mRNA, complete cds 



callus protein P23 mRNA, 



9085 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3033399 

162 

1.0e-ll 

61 
46 

(AC004238) hypothetical protein [Arabidopsis thaliana] 



54893 

zsg701128804.hl 

BLASTX 

gl345132 

250 

1.0e-21 

91 
56 

(U47029) ERECT A 
>gi_1389566_dbj 



[Arabidopsis thaliana] 

BAA11869__ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECT A [Arabidopsis thaliana] 

54894 

zsg701128820.hl 

BLASTX 

g4218991 

215 

1.0e-17 

50 
78 

(AF098632) subti lis in-like protease [Arabidopsis thaliana] 



54895 

zsg701128840.hl 

BLASTN 

g3900979 

37 

2.0e-ll 

57 

91 

Eichhornia crassipes 
clone A 



mRNA for metallothionein-like protein. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



54896 

zsg701128901.hl 

BLASTN 

gl89311 

297 

1.0e-166 

297 
100 

Human nucleolar protein 
54897 

zsg701128902.hl 

BLASTN 

g24478 

282 



(B23) mRNA, complete cds 



9086 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-157 

298 
99 

Human mRNA for alpha-l-microglobulin and HI-30 
54898 

zsg701128903.hl 

BLASTN 

g3043669 

260 

1.0e-144 

293 
97 

Homo sapiens mRNA for KIAA0573 protein, partial cds 
54899 

zsg701128906.hl 

BLASTN 

g2335202 

292 

1.0e-163 

296 

100 

Homo sapiens chromosome 11 from llpl5.5 region, complete 
sequence [Homo sapiens] 

54900 

zsg701128909.hl 

BLASTN 

g467308 

182 

4.0e-98 
198 
98 

Human metallothionein-II gene 



(mt-II) and flanks 



54901 

zsg701128910.hl 

BLASTN 

gl81962 

191 

1.0e-103 

195 

99 

Human elongation factor EF-l-alpha gene, complete cds. 
>gi_2170857_dbj_E02629_E02629 DNA of human polypeptide 
chain elongation factor-1 alpha 

54902 

zsg701128919.hl 

BLASTN 

g4406629 

139 

2.0e-72 

143 

99 

Homo sapiens clone 24 955 mRNA sequence, partial cds 



9087 





54903 


Seq. ID 


<7Qrr701 1 98 991 hi 


Method 


BLASTN 


NCBI GI 


gl89265 




294 


U 1 T T — 1 1 11 A 


1 Oe-165 


ricLucn. lengun 


z. *± 


Sr *i /"Ion"!"" T 1" \T 


100 




Human novel gene mRNA, complete cds 




54904 


Seq. ID 


•7Qrr7f!l 1 hi 
ZoU / UliiO^i. J . ill 


Method 


BLASTN 


NCBI GI 


g595279 


idLAo! score 


-L 1 <J 


Hi VdlUc 


8 . 0e-94 


jxia.ucii ienyT.n 




-6 lUeilL-lLy 


90 


nldi uesciiption 


Raffn<? norvpaicus RaolB mRNA, complete cds 


Corr Mo 
OcCJ . 1NU • 


54905 


Seq. ID 


rrnrtim 1 oqq^d "hi 
zsg /uii/oyju .ni 


Method 


BLASTN 


NCBI GI 


g458553 


BLAST score 


zoo 


E value 


_l • u c j. *± o 


Match length 


97 fl 


% identity 




Description 


Human -F-i hri nnnpn alnha chain aene» complete mRNAs 


oeq. wo. 


54906 


Seq. ID 


zsg/uiizoyoi.ni 


Method 


BLASTN 


NCBI GI 


gl294778 


TUT 7\ C T a r*<r\'r*£i 

r>ltH.o i score 


A. Q J 


ill ValUc 




Match length 




t> laenLiLy 


100 


NL-ni uescript-ion 


Homo qanipnq ERK3 Drotein kinase mRNA, complete cds 


oeq. in o . 


54907 


Seq. ID 


zsg/uiizoyjz .ni 


Method 


£3 J_lH.O 1 IN 


NCBI GI 


gl83677 


BLAST score 


271 


E value 


1 np-1 SI 


jyiatcn lengun 


9Q1 


% identity 




NLtii Description 


Hnman alntathione S-transf erase (GST) a-subunit mRNA 




o/mw^I ft"H ci /~i W o 

COIupicLc 0<-lo 


Seq. No. 


54908 


Seq. ID 


zsg701128933.hl 


Method 


BLASTN 


NCBI GI • 


g4507760 


BLAST score 


258 



9088 



E value 1.0e-143 
Match length 258 
% identity 100 

NCBI Description Homo sapiens ubiquitin A-52 residue ribosomal protein 
fusion product 1 (UBA52 ) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54909 

zsg701128934.hl 

BLASTN 

gl80020 

267 

1.0e-149 

291 

98 

Human monocyte antigen CD14 (CD14) mRNA, complete cds 



54910 

zsg701128935.hl 

BLASTN 

g!79664 

233 

1.0e-128 

281 

97 

Human complement component C3 mRNA, 
subunits, complete cds. >gi_4557384_ 
Homo sapiens complement component 3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



alpha and beta 
ref_NM_000064.1_ 
"(C3) mRNA 



C3 



54911 

zsg701128937.hl 

BLASTN 

gl77828 

217 

1.0e-119 

275 

99 

Human alpha-l-antitrypsin mRNA, complete cds 
54912 

zsg701128938.hl 

BLASTN 

gl83891 

285 

1.0e-159 

289 

100 

Human high density lipoprotein binding protein 
complete cds 

54913 

zsg701128940.hl 

BLASTN 

g4200326 

285 

1.0e-159 

292 

100 



(HBP) mRNA, 



9089 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Human DNA sequence from clone 1119A7 on chromosome 
22ql2.2-12.3 thioredoxin, nuclear gene encoding 
mitochondrial protein, translation initiation factor 
EIF3-P66 subunit, EST, GSS, STS, CpG island, complete 
sequence [Horn 

54914 

zsg701128942.hl 

BLASTN 

g3851213 

206 

1.0e-112 

206 

100 

Homo sapiens mRNA for NSl-binding protein (NS1-BP) 
54915 

zsg701128943.hl 

BLASTN 

g406289 

230 

1.0e-127 

242 

99 

H. sapiens phosphatidylethanolamine binding protein mRNA 
>gi_4505620__ref_NM_002567.1_PBP_ Homo sapiens prostatic 
binding protein (PBP) mRNA 

54916 

zsg701128954.hl 

BLASTN 

g505101 

263 

I. 0e-146 
283 

99 

Human mRNA for KIAA0062 gene, partial cds 
54917 

zsg701128959.hl 

BLASTN 

gl458115 

285 

1.0e-159 

285 

100 

Human nicotinic acetylcholine receptor alphaS subunit 
precursor, mRNA, complete cds 

54918 

zsg701128960.hl 

BLASTN 

g337494 

277 

1.0e-154 

281 

100 



9090 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Human ribosomal protein L7a (surf 3) large subunit mRNA, 
complete cds. >gi_4506660_ref_NM_000972 . 1_RPL7A_ Homo 
sapiens ribosomal protein L7a (RPL7A) mRNA 

54919 

zsg701128963.hl 

BLASTN 

g2723389 

291 

1.0e-163 

291 

100 

Homo sapiens mRNA for SART-1, complete cds 
54920 

zsg701128966.hl 

BLASTN 

g3810672 

195 

1.0e-106 

195 
100 

Homo sapiens chromosome 17, clone hRPK. 192_H__23, complete 
sequence [Homo sapiens] 

54921 

zsg701128971.hl 

BLASTN 

gl009165 

175 

4.0e-94 

179 

99 

Homo sapiens phenylalanine hydroxylase (PAH) mutant Q20stop 
mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54922 

zsg701128972.hl 

BLASTN 

g36328 

196 

1.0e-106 

196 

100 

H. sapiens mRNA for S-adenosylmethionine synthetase 
>gi_4557736_ref_NM_000429.1_MATlA_ Homo sapiens methionine 
adenosyltransf erase I, alpha (MAT1A) mRNA 

54923 

zsg701128974.hl 

BLASTX 

g4263748 

151 

3.0e-10 

64 
48 

(AC004883) similar to KIAA0766; similar to PID:g3882253 



9091 



[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54924 

zsg701128975.hl 

BLASTN 

g3387880 

122 

1.0e-62 

122 
100 

Homo sapiens clone 24706 mRNA sequence 
54925 

zsg701128976.hl 

BLASTN 

gl89427 

287 

1.0e-160 

287 
100 

Human protein phosphatase 2A regulatory subunit 
alpha-isotype (alpha-PR65) mRNA, complete cds 

54926 

zsg701128977.hl 

BLASTN 

g2780183 

196 

1.0e-106 

276 
93 

Human DNA sequence from PAC 509L4 on chromosome 
6q22.1-6q22.33. Contains SSX3 like pseudogene, EST, STS 

54927 

zsg701128978.hl 

BLASTN 

g4557830 

272 

1.0e-152 

284 

99 

Homo sapiens pterin-4 alpha-carbinolamine dehydratase 
(PCBD) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



54928 

zsg701128979.hl 

BLASTN 

g219924 

279 

1.0e-156 

287 

99 

Human mRNA for MGC-24, complete cds 
54929 

zsg701128980.hl 



9092 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl850083 

284 

1.0e-159 

288 

100 

Homo sapiens mRNA for glia maturation factor, complete eels 
54930 

zsg701128982.hl 

BLASTN 

g4505370 

237 

1.0e-131 

249 

99 

Homo sapiens NADH dehydrogenase (ubiquinone) Fe-S protein 8 
(23kD) (NADH-coenzyme Q reductase) (NDUFS8) mRNA, and 
translated products 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54931 

zsg701128983.hl 

BLASTN 

g439229 

252 

1.0e-140 

280 

97 

Human mRNA for fructose-1, 6-bisphosphatase, complete cds 
54932 

zsg701128984.hl 

BLASTN 

g3660662 

246 

1.0e-136 

246 

100 

Homo sapiens D15F37 pseudogene, S3 allele, mRNA sequence 
54933 

zsg701128986.hl 

BLASTN 

g3687210 

249 

1.0e-138 

278 

98 

Homo sapiens chromosome 5p, BAC clone 50g21 (LBNL H154), 
complete sequence [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



54934 

zsg701128988.hl 

BLASTN 

g297407 

138 

5.0e-72 



9093 




Match length 167 
% identity 99 

NCBI Description H. sapiens p63 mRNA for transmembrane protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54935 

zsg701128989.hl 

BLASTN 

g4557320 

250 

1.0e-138 

283 
96 

Homo sapiens apolipoprotein A-I (APOA1) mRNA 
54936 

zsg701128992.hl 

BLASTN 

g36572 

155 

4.0e-82 

186 

99 

Human S-protein gene, complete cds 
54937 

zsg701128993.hl 

BLASTN 

gl89225 

167 

4.0e-89 

273 

98 

Human NK4 mRNA, complete cds 
54938 

zsg701129001.hl 

BLASTN 

gl418933 

131 

7.0e-68 

151 

97 

H. sapiens mRNA for protein-tyrosine-phosphatase (tissue 
type: foreskin) 

54939 

zsg701129003.hl 

BLASTN 

gl77808 

155 

3,0e-82 

155 

100 

Human alpha-l-antichymotrypsin (AACT) mRNA, complete cds, 
>gi_4501842_ref_NM_001085.1_AACT_ Homo sapiens 
alpha-l-antichymotrypsin (AACT) mRNA 



9094 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



54940 

zsg701129004.hl 

BLASTN 

gl77932 

197 

1.0e-107 

209 
99 

Human alpha-l-antichyitiotrypsin mRNA, 3 T 



end 



54941 

zsg701129006.hl 

BLASTN 

gl78051 

220 

1.0e-121 

220 

100 

Human non-muscle alpha-actinin mRNA, complete cds . 
>gi__4501890_ref_NM_001102.1_ACTNl_ Homo sapiens actinin, 
alpha 1 (ACTN1) mRNA 

54942 

zsg701129008.hl 

BLASTN 

gl82429 

175 

4.0e-94 

179 

99 

Human fibrinogen beta-chain mRNA, partial cds 
54943 

zsg701129012.hl 

BLASTN 

g2511669 

242 

1.0e-134 

250 

99 

H. sapiens mRNA for organic cation transporter, liver 
54944 

zsg701129013.hl 

BLASTN 

g4503714 

156 

9.0e-83 

164 

99 

Homo sapiens fibrinogen, gamma polypeptide (EGG) mRNA 
54945 

zsg701129018.hl 

BLASTN 

g34353 

130 



9095 



E value 
Match length 
% identity 
NCBI Description 



2.0e-67 

134 
99 

Human H2' raRNA coding for an asialoglycoprotein receptor 



Seq. No, 
Seq. ID 

Method 



54946 

zsg701129019.hl 
BLASTN 





y uu ji. ju 


r>Li/\oi score 




E value 






117 




97 


NCBI Description 


Human CDC16HS mRNA, 




>gi_4 5 0 2 7 0 0_r e f __NM_ 




/-J -I tti on on pup 1 o "1 * 
ui vioiuii u±c iu/ 




IllIxiNri 


Seq, No. 


04y4 / 


Seq, ID 


zsg/un^.yuz4 .ni 


Method 


BLASTN 


NCBI GI 


gi / yooi 


BLAST score 


1j1 


E value 


o . ue— Do 


Match length 


lOU 


% identity 


97 


NCBI Description 


Human autoantigen < 


Seq. No. 


R A CkA Q 


Seq. ID 


zsg70112yuzy . nl 


Method 


DT 7\ QTM 
Dliiib IN 


NCBI GI 


g4 IdoUUo 


BLAST score 


14 y 


E value 


l . ue / o 


Match lengtn 


10 / 


% identity 


99 


NCBI Description 


Homo sapiens 12pl3 




Tnc^f -i f nf q Unman R7\i 




sapiens ] 


Seq. No. 


R A Q A Q 

o4 y4y 


Seq. ID 


zsg/ullzyUJl .nl 


Method 


BLASTN 


JMLdI bi 




BLAST score 


163 


E value 


6.0e-87 


Match length 


163 


% identity 


100 


NCBI Description 


Human coagulation 


Seq, No. 


54950 


Seq. ID 


zsg701129032.hl 


Method 


BLASTN 


NCBI GI 


g!89059 


BLAST score 


191 


E value 


1.0e-103 


^ Match length 


248 



complete cds 
)03903.1 CDC16 



Homo 



sapiens 
implex 6 



cell 
(CDC16) 



,3 BAC RPCI11-543P15 (Roswell Park Cancer 
: Library) complete sequence [Homo 



(Hageman) mRNA, 3 1 end 



9096 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Human Na,K-ATPase beta subunit (ATP1B) gene f exons 3 
through 6 

54951 

zsg701129033.hl 

BLASTN 

gl77871 

134 

1.0e-69 

145 
99 

Human alpha-2-macroglobulin mRNA, 3 1 end 



54952 

zsg701129035.hl 

BLASTN 

gl79643 

189 

1.0e-102 

189 
100 

Human complement Clr mRNA, complete cds 
54953 

zsg701129038.hl 

BLASTN 

gl029494 

195 

1.0e-106 

238 
95 

H. sapiens CpG island DNA genomic Msel fragment, clone 33f2, 
forward read cpg33f2.ftle 

54954 

zsg701129039.hl 

BLASTN 

g2257985 

153 

5.0e-81 

161 

99 

Homo sapiens kruppel-related zinc finger protein hcKrox 
mRNA, complete cds 

54955 

zsg701129041.hl 

BLASTN 

g4454856 

237 

I. 0e-131 

245 
99 

Homo sapiens S6 kinase-related kinase mRNA, complete cds 



Seq. No. 



54956 



9097 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zsg701129043.hl 

BLASTN 

g31396 

247 

1.0e-137 

255 

99 

Human mRNA for fibronectin (FN precursor) 



54957 

zsg701129048.hl 

BLASTN 

g3882170 

219 

1.0e-120 

231 

99 

Homo sapiens mRNA 



for KIAA0725 protein, partial cds 



54958 

zsg701129050.hl 

BLASTN 

gll45798 

217 

1.0e-119 

224 

99 

Human EBI3-associated protein p60 mRNA, complete cds 



54959 

zsg701129054.hl 

BLASTN 

gll62925 

143 

5.0e-75 

155 

98 

Homo sapiens complement component 3 



(C3) gene, exons 1-30 



54960 

zsg701129055.hl 

BLASTN 

g2280513 

170 

5.0e-91 

205 

37 

Homo sapiens DNA 
cds 



for histidine-rich glycoprotein, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



54961 

zsg701129056.hl 

BLASTN 

gl82429 

201 

1.0e-109 
212 



9098 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



Human fibrinogen beta-chain mRNA, partial cds 
54962 

zsg701129060.hl 

BLASTN 

gl79935 

201 

1.0e-109 

232 

98 

Human carboxypeptidase N mRNA, 3 T end 



54963 

zsg701129065.hl 

BLASTN 

g4505528 

185 

1.0e-100 

189 

99 

Homo sapiens orosomucoid 2 



(ORM2) mRNA 



54964 

zsg701129067.hl 

BLASTN 

g!263128 

123 

3.0e-63 

123 

100 

H. sapiens mRNA for ribosomal protein S4 
54965 

zsg701129068.hl 

BLASTN 

g2358019 

255 

I. 0e-141 
259 

100 

Homo sapiens T-cell receptor alpha delta locus from bases 1 
to 250529 (section 1 of 5) of the Complete Nucleotide 
Sequence 

54966 

zsg701129073.hl 

BLASTN 

g28591 

193 

1.0e-104 

209 
98 

H. sapiens mRNA for serum albumin 
54967 

zsg701129074.hl 



9099 



Method 


BLASTN 


NCBI GI 


g4503688 


BLAST score 


236 


E value 


1.0e-130 


Match length 


244 


% identity 


99 


NCBI Description 


Homo sapiens fibrinogen, A a 


Seq. No. 


54968 


Seq. ID 


zsg701129076.hl 


Method 


BLASTN 


NCBI GI 


gl80947 


BLAST score 


135 


E value 


3.0e-70 


Match length 


188 


% identity 


94 


NCBI Description 


Human carboxylesterase mRNA, 


Seq. No. 


54969 


Seq. ID 


zsg701129077.hl 


Method 


BLASTN 


NCBI GI 


g3789715 


BLAST score 


115 


E value 


2.0e-58 


Match length 


139 


% identity 


96 


NCBI Description 


Homo sapiens chromosome 17, 




sequence [Homo sapiens] 


Seq. No. 


54970 


Seq. ID 


zsg701129082.hl 


Method 


BLASTN 


NCBI GI 


g24437 


BLAST score 


172 


E value 


3.0e-92 


Match length 


217 


% identity 


95 



mRNA 



F__10, complete 



NCBI Description 



Human mRNA for alpha 1-antitrypsin carboxyterminal region 
(aa 268-394) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54971 

zsg701129085.hl 

BLASTN 

g30223 

201 

1.0e-109 

209 
99 

H. sapiens CRP mRNA for C-reactive protein 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



54972 

zsg701129088.hl 

BLASTX 

g2494162 

214 

9.0e-18 
61 



9100 



© 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

HYPOTHETICAL 39.9 KD PROTEIN T15H9.1 IN CHROMOSOME II 
PRECURSOR >gi_3879803_emb_CAA87414_ (Z47356) similar to 
DNAJ [Caenorhabditis elegans] 

54973 

zsg701129101.hl 

BLASTN 

g3483724 

157 

4.0e-83 

188 
96 

Homo sapiens full length insert cDNA clone ZD69B11 
54974 

zsg701129108.hl 

BLASTN 

gl63232 

101 

1.0e-49 

202 
88 

Bovine interstitial retinol binding protein (IRBP) mRNA, 3' 
end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54975 

zsg701129111.hl 

BLASTN 

gl88621 

279 

1.0e-156 

279 

100 

Human mononcyte /neutrophil elastase inhibitor mRNA 
sequence. >gi_2481183_gb_I63610_I63610 Sequence 12 from 
patent US 

54976 

zsg701129112.hl 

BLASTN 

gl81359 

152 

4.0e-80 

228 

92 

Human cytochrome P-450j mRNA, complete cds 



54977 

zsg701129113.hl 

BLASTN 

g4557332 

267 

1.0e-149 

279 

99 

Homo sapiens arylsulf atase B 



(ARSB) mRNA 



9101 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54978 

zsg701129114.hl 

BLASTN 

gl654343 

130 

4.0e-67 

201 
92 

Human guanine nucleotide exchange factor pll5-RhoGEF mRNA, 
partial cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54979 

zsg701129124.hl 

BLASTN 

g!90269 

245 

1.0e-135 

278 

98 

Human pancreatic polypeptide gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54980 

zsg701129125.hl 

BLASTN 

g4097194 

275 

1.0e-153 

275 
100 

Human fumarase mRNA, nuclear gene encoding mitochondrial 
protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



54981 

zsg701129126.hl 

BLASTN 

g32063 

279 

1.0e-156 

279 

100 

Human hepatoma mRNA for serine protease hepsin 
54982 

zsg701129129.hl 

BLASTN 

g4557322 

63 

2.0e-27 

63 

100 

Homo sapiens apolipoprotein C-III (APOC3) mRNA 
54983 

zsg701129131.hl 

BLASTN 

g2795787 



9102 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275 

1.0e-153 

279 - 
100 

Homo sapiens RNA adenosine deaminase (ADAR) gene, exon 15 
and alternatively spliced products , complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54984 

zsg701129133.hl 

BLASTN 

g2623737 

205 

1.0e-112 

209 
100 

Homo sapiens UDP-galactose-4-epimerase 
complete cds >gi_4503890_ref_NM_000403 
galactose-4-epimerase, UDP- (GALE) mRNA 



(GALE) mRNA, 
1 GALE Homo 



sapiens 



54985 

zsg701129137.hl 

BLASTN 

g2351379 

269 

1.0e-150 

280 
99 

Homo sapiens translation initiation factor eIF3 p40 subunit 
mRNA, complete cds >gi_4503514_ref_NM_003756 . 1_EIF3S3_ Homo 
sapiens eukaryotic translation initiation factor 3, subunit 
3 (gamma, 40kD) (EIF3S3) mRNA 

54986 

zsg701129143.hl 

BLASTN 

g457563 

271 

1.0e-151 

275 

100 

Human mRNA for BST-2, complete cds 
54987 

zsg701129149.hl 

BLASTN 

g2351377 

262 

1.0e-146 

282 

98 

Homo sapiens translation initiation factor eIF3 p66 subunit 
mRNA, complete cds >gi_4503522_ref_NM_003753 . 1_EIF3S7_ Homo 
sapiens eukaryotic translation initiation factor 3, subunit 
7 (zeta, 66/67kD) (EIF3S7) mRNA 



Seq. No. 
Seq. ID 



54988 

zsg701129150.hl 



9103 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3688073 

257 

1.0e-143 

265 
100 

Homo sapiens chromosome 5, PI clone 702A10 (LBNL H56) 
complete sequence [Homo sapiens] 



54989 ' 

zsg701129151.hl 

BLASTN 

g4503628 

175 

7.0e-94 

261 

92 

Homo sapiens coagulation factor XII 
mRNA 



(Hageman factor) (F12) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54990 

zsg701129155.hl 

BLASTN 

gl89952 

214 

1.0e-117 

277 

92 

Human phospholipase A2 mRNA, complete cds. 
>gi_4507952_ref_NM_003406.1_YWHAZ_ Homo sapiens tyrosine 
3-monooxygenase/tryptophan 5-monooxygenase activation 
protein, zeta polypeptide (YWHAZ) mRNA 

>gi_1825195_gb_I34404_I34404 Sequence 8 from patent US 



54991 

zsg701129156.hl 

BLASTN 

g!84371 

116 

1.0e-58 

116 

100 

Human hepsin mRNA, complete cds. 
>gi_4504480_ref_NM_002151. 1_HPN_ 
(transmembrane protease, serine 



Homo sapiens hepsin 
1) (HPN) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54992 

zsg701129158.hl 

BLASTN 

gl81228 

80 

3.0e-37 

80 

100 

Human cytochrome b5 mRNA, 



3 1 end 



Seq. No. 



54993 



9104 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



zsg701129159.hl 

BLASTN 

g31091 

273 

1.0e-152 

273 
100 

Human mRNA for elongation factor 1-alpha 



(clone CEF4) 



54994 

zsg701129160.hl 

BLASTN 

g432358 

276 

1.0e-154 

276 

100 

Human mRNA for ribosomal protein, complete cds 
54995 

zsg701129162.hl 

BLASTN 

g4503714 

272 

1.0e-152 

276 
100 

Homo sapiens fibrinogen, gamma polypeptide (FGG) mRNA 
54996 

zsg701129163.hl 

BLASTN 

g37995 

267 

1.0e-149 

275 
99 

H. sapiens mRNA 

complementing factor (XP-C) 



for xeroderma pigmentosum group C 



54997 

zsg701129170.hl 

BLASTN 

g!78397 

240 

1.0e-132 

273 
96 

Human aldehyde dehydrogenase II 
54998 

zsg701129174.hl 

BLASTN 

gl469196 

273 

1.0e-152 
273 



(ALDH-2) mRNA, 3 ? end 



9105 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 



Human mRNA for KIAA0137 gene, complete cds 



54999 

zsg701129176.hl 

BLASTN 

g2588611 

42 

2.0e-14 

46 

15 

Human BAC clone RG335022 from 7q21-q22, 
[Homo sapiens] 



complete sequence 



55000 

zsg701129178.hl 

BLASTN 

g642794 

271 

1.0e-151 

271 
100 

Human TFIID subunit TAFII55 



(TAFII55) mRNA, complete cds 



55001 

zsg701129179.hl 

BLASTN 

g2887430 

274 

1.0e-153 

274 
100 

Homo sapiens KIAA0428 mRNA, complete cds 
55002 

zsg701129182.hl 

BLASTN 

gl87434 

276 

1.0e-154 

276 
100 

Human monocyte chemotactic and activating factor (MCAF) 
mRNA, complete cds. >gi__641144_emb_A1778 6. 1_A17786 MCP-1 
mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55003 

zsg701129183.hl 

BLASTN 

g3851208 

244 

1.0e-135 

276 
97 

Homo sapiens chromosome 
sequence [Homo sapiens] 



4 clone B366024 map 4q25, complete 



9106 



oeq. ln o . 




OC^. -LLf 


zsa701129186 hi 


1 V JC L-ilLJLi. 




tNL-ol bl 


nl -Sfil 7^6 


BLAST score 


230 


E value 


1.0e-126 


iriduoii xeiiy uii 


234 


O XU.C11 L.X L. 


100 


MfT^T 1"^^ c! o y~ n t~i H — i /"in 
LNL^Dl UcbUIipLlUIl 


Hnman nHi mi i t" H n rnnn nrr^t* i ncr pri7vniP 9 fhLTBC9) UlRNA* COll 
n LULidii uuiuui c xii uvjiij uy q Liuy ^iiij_yiiic ~j \ li\j u\s s / ■*■/ ^w±. 




cds 


betj. JNO • 


J JUUJ 




zsa701129190 hi 


1*16= T-XIOU. 


DX-LTlO X LN 


NCBI GI 


g31749 


BLAST score 


250 


J—i V d X Lit; 


1 Oe-138 


Ma "h oh 1 oti n"h h 


270 


% jLu.en.Lit.y 






Hnman ttiRNA fnr hantnalobin aloha (2FS ) -beta orecursor 


Cart KTn 

beq. ino . 


O jUUD 


c orf xn 

otrq. XJJ 


7^rr7m 199191 hi 


1 iC UilvJUl 


RT.A^TM 

LjJ-lC\tD X XV 


NCBI GI 


gl890049 


BLAST score 


258 


Cj value 


1 * Uc 14 O 


Match length 


on n 


% identity 


QQ 


in^di uesciiption 


Hr\-mo canionc mT5KI2i "For* pu^fpi np TiT~oi~ op nomTjl P'l^o C(~\ 
ilL/ilLvJ LSdpxcilo iiii\lN/T. x Kj±. L.ya lcxiic ^luucaiDC; o^illj^-l^. l-^ >-> 


beq. jmo . 


jjUU / 




7<?rr7D119Q19S hi 

Z. O Lj / Ulli Jl^ J • 11 X 


Mo - ! - h o<H 
l ie uhvju 




NCBI GI 


g31786 


BLAST score 


207 


Hi V d X Lit. 


1 . 0e-113 


M-a +■ oh 1 on/rfh 


901 


% identity 


i nn 




iiLXiudii yx Liody un y cue 


beq. jno. 


jjUUo 


Q&rr TV) 


7=:rr7ni 1 ?99Dft hi 

Z>oy r Ullt.Ji.vO • 11X 


L v ltS L.HIJL1 


JDXlOjJ X IN 


NCBI GI 


g559712 


BLAST score 


260 


E value 


i np-1 44 

X > U t= X14 


Ma "h oh 1 oti 0"t~ h 
Lid L- Oil XCliy L.11 


\J KJ 


% identity 


1UU 




Hi iiripn ttiRNA •Fnr* T<rTAAnn7'^ rrpnp narfi ^1 pd 6 ? 

XlLLlLLdll llLLALNfi XLJX IVXiTjrlW V/ / J yCHC/ ^CLJ. LXux ^ ^ >-> 


beq. no. 




Seq. ID 


zsg701129211.hl 


Method 


BLASTN 


NCBI GI 


gl77801 


BLAST score 


251 


E value 


1.0e-139 



9107 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



258 
100 

Human interferon- inducible protein 9-27 mRNA, complete cds 
55010 

zsg701129212.hl 

BLASTN 

gl82406 

244 

1.0e-135 

244 

100 

Homo sapiens fibrinogen alpha subunit and fibrinogen alpha 
subunit precursor, genes, complete cds 

55011 

zsg701129215.hl 

BLASTN 

g434844 

260 

1.0e-144 

260 
100 



NCBI Description H. sapiens DAP-1 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55012 

zsg701129219.hl 

BLASTN 

g531170 

253 

1.0e-140 

260 
100 

Human Csa-19 mRNA, complete cds 
55013 

zsg701129223.hl 

BLASTN 

g416016 

259 

1.0e-144 

259 
100 

H. sapiens PMI1 mRNA for phosphomannose isomerase 
>gi__4505234_ref_NM_002435.1_MPI__ Homo sapiens mannose 
phosphate isomerase (MPI) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55014 

zsg701129224.hl 

BLASTN 

g30212 

228 

1.0e-125 

253 
97 

H. sapiens mRNA for 



C-reactive protein 



9108 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55015 

zsg701129226.hl 

BLASTN 

g3287673 

98 

6.0e-48 

262 

100 

Homo sapiens chromosome 19, 
sequence [Homo sapiens] 

55016 

zsg701129227.hl 

BLASTN 

g31912 

241 

1.0e-133 

259 

98 

Human mRNA 
(alpha-Si) 
cyclase) 



cosmid F2314 9, complete 



for coupling protein G(s) alpha-subunit 
(stimulatory regulatory component Gs of adenylyl 



55017 

zsg701129233.hl 

BLASTN 

g32531 

254 

1.0e-141 

254 

100 

Human Hums3 mRNA for 4 OS ribosomal protein s3 
>gi_4506720_ref_NM_001005.1_RPS3_ Homo sapiens 
protein S3 (RPS3) mRNA 



ribosomal 



55018 

zsg701129239.hl 

BLASTN 

g!77865 

258 

1.0e-143 

258 

100 

Human tumor necrosis factor alpha inducible protein A20 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55019 

zsg701129240.hl 

BLASTN 

gl79912 

245 

1.0e-135 

257 

99 

Human protein tyrosine phosphatase mRNA, complete cds. 
>gi_4506292_ref_NM_002829. 1_PTPN3_ Homo sapiens protein 
tyrosine phosphatase, non-receptor type 3 (PTPN3) mRNA 



9109 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55020 

zsg701129241.hl 

BLASTN 

gl79757 

259 

1.0e-144 

259 
100 

Human N-type calcium channel alpha- 1 subunit mRNA, complete 
cds. >gi_4502522_ref_NM_000718.1_CACNAlB_ Homo sapiens 
calcium channel, voltage-dependent, L type, alpha IB 
subunit (CACNA1B) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55021 

zsg701129242.hl 

BLASTN 

g598241 

198 

1.0e-107 

198 

100 

Homo sapiens spliced UHG RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55022 

zsg701129243.hl 

BLASTN 

g28589 

213 

1.0e-116 

239 
98 

Human messenger 



RNA for serum albumin (HSA) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55023 

zsg701129246.hl 

BLASTN 

g3169112 

153 

9.0e-81 

247 

100 

Homo sapiens DNA sequence from PAC 874C20 on chromosome 
6p22. 1-22.3. Contains a Zinc Finger Protein ZFP47 LIKE 
gene, a Zinc Finger Protein pseudogene and a Zinc Finger 
Protein SRE-ZBP pseudogene. Contains ESTs, STSs and 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55024 

zsg701129251.hl 

BLASTN 

g338029 

244 

1.0e-135 

256 

99 

Human serine dehydratase mRNA, complete cds 



9110 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55025 

zsg701129254.hl 

BLASTN 

g993045 

223 

1.0e-122 

231 
100 

Human tryptophan oxygenase (TDO) mRNA, complete cds 
55026 

zsg701129256.hl 

BLASTN 

gl78728 

249 

1.0e-138 

257 
99 

Human apolipoprotein B-100 (apoB) gene, exons 22 through 29 
55027 

zsg701129257.hl 

BLASTN 

g3483859 

255 

1.0e-141 

255 
100 

Homo sapiens full length insert cDNA clone ZE03C06 
55028 

2sg701129260.hl 

BLASTN 

g2642452 

201 

1.0e-109 

221 
98 

Human Xp22 PAC RPCI1-258N20, complete sequence [Homo 
sapiens] 

55029 

zsg701129263.hl 

BLASTN 

g4502098 

254 

1.0e-141 

254 

100 

Homo sapiens adenine nucleotide translocator 2 (fibroblast) 
(ANT2 ) , nuclear gene encoding mitochondrial protein, mRNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



55030 

zsg701129265.hl 

BLASTN 

gl82425 

257 



9111 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



1.0e-143 

257 

100 

Human fibrinogen A-alpha-chain mRNA, complete cds 
55031 

zsg701129269.hl 

BLASTN 

g498147 

258 

1.0e-143 

258 

100 

Human mRNA for XP-C repair complementing protein 
(p58/HHR23B) , complete cds 

>gi_4506386_ref_NM__002874.1_RAD23B_ Homo sapiens RAD23 (S. 
cerevisiae) homolog B (RAD23B) mRNA 

55032 

zsg701129275.hl 

BLASTN 

g35564 

248 

1.0e-137 

255 
100 

Human mRNA for purine nucleoside phosphorylase (PNP; EC 
2.4.2.1) >gi_1408345_gb_G28530_G28530 human STS SHGC-31518, 
>gi__4557800_ref_NM_000270.1_NP_ Homo sapiens nucleoside 
phosphorylase (NP) mRNA 

55033 

zsg701129279.hl 

BLASTN 

g!945270 

260 

1.0e-144 

260 
100 

H. sapiens mRNA for protein phosphatase 6 
>gi_4506028_ref_NM_002721.1JPPP6C_ Homo sapiens protein 
phosphatase 6, catalytic subunit (PPP6C) mRNA 

55034 

zsg701129282.hl 

BLASTN 

g665587 

256 

I. 0e-142 
256 

100 

Human mRNA for calmodulin, complete cds 
55035 

zsg701129283.hl 

BLASTN 

g4324406 



9112 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214 

1.0e-117 

214 
100 

Gallus gallus peptide elongation factor 1-beta mRNA, 
complete cds 

55036 

zsg701129284.hl 

BLASTN 

g35219 

219 

1.0e-120 

243 

97 

Human mRNA for p68 protein 



55037 

zsg701129286.hl 

BLASTN 

gl063607 

258 

1.0e-143 

258 

100 

Human nicotinamide N-methyltransf erase 
and 2 



(NNMT) gene, exons 1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



55038 

zsg701129287.hl 

BLASTN 

g37579 

134 

1.0e-69 

141 

99 

Human mRNA for mitochondrial ubiquinone-binding protein 
(QP-C) >gi__190815_gb_M2234 8_HUMQPC Human mitochondrial 
ubiquinone-binding protein mRNA, complete cds 

55039 

zsg701129289.hl 

BLASTN 

gl204117 

199 

1.0e-108 

255 

95 

H. sapiens serine hydroxymethyltransf erase pseudogene 
55040 

zsg701129290.hl 

BLASTX 

g2135070 

223 

I. 0e-18 
84 



9113 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 

enoyl-CoA hydratase (EC 4.2.1.17) / AU-specific RNA-binding 
protein - human >gi_780241_emb_CAA56260_ (X79888) 
AU-binding protein/Enoyl-CoA hydratase [Homo sapiens] 
>gi_4502327_ref_NP__001689.1_pAUH_ AU RNA-binding 
protein/enoyl-Coenzyme A hydratase 

55041 

zsg701129292.hl 

BLASTN 

g3660677 

247 

1.0e-137 

255 

99 

Oryctolagus cuniculus heterogeneous nuclear 
ribonucleoprotein C (hnRNPC) mRNA, complete cds 

55042 

zsg701129293.hl 

BLASTN 

g3776070 

237 

1.0e-131 

253 

98 

Homo sapiens mRNA for histone deacetylase-like protein 
(JM21) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55043 

zsg701129296.hl 

BLASTN 

gl78868 

252 

1.0e-140 

256 
100 

Human acute phase serum amyloid A protein 
exons 1 through 4 



(SAA2.2) gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



55044 

zsg701129314.hl 

BLASTN 

g3242784 

45 

2.0e-16 

61 

93 

Arabidopsis thaliana respiratory burst oxidase protein C 
(RbohC) gene, complete cds 

55045 

zsg701129319.hl 

BLASTX 

g4538624 

263 

2.0e-23 



9114 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 
37 

(AJ133502) hypothetical protein [Nicotiana tabacum] 
55046 

zsg701129349.hl 

BLASTX 

g542157 

380 

5,0e-37 

85 

82 

ribosomal 5S RNA-binding protein - Rice 
55047 

zsg701129401.hl 

BLASTX 

g2833389 

398 

5.0e-39 

97 
79 

SOLUBLE GLYCOGEN (STARCH) SYNTHASE PRECURSOR (SS III) 
>gi_1200154_emb_CAA65065_ (X95759) glycogen (starch) 
synthase [Solanum tuberosum] 

55048 

zsg701129405.hl 

BLASTX 

g4455331 

233 

1.0e-19 

91 

12 

(AL035525) putative protein [Arabidopsis thaliana] 



55049 

zsg701129425.hl 

BLASTX 

gl359905 

161 

2.0e-ll 

71 

49 

(X85138) homologous to glucosyltransf erases 
esculentum] 



[Lycopersicon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55050 

zsg701129435.hl 

BLASTX 

g2598603 

147 

2.0e-10 

39 

87 

(AJ002315) shaggy-like kinase 



59 [Nicotiana tabacum] 



9115 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55051 

zsg701129453.hl 

BLASTX 

g3860245 

147 

1.0e-09 

90 
42 

(AC005824) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55052 

zsg701129486.hl 

BLASTX 

g4455334 

227 

3.0e-19 

72 
64 

(AL035525) myosin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55053 

zsg701129510.hl 

BLASTN 

gl70089 

223 

1.0e-122 

279 
95 

G.max vegetative storage protien mRNA (VSP27 ) , complete cds 



55054 

zsg701129512.hl 

BLASTN 

g2204063 

64 

1.0e-27 

215 
82 

Pisum sativum mRNA for Fl ATPase, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55055 

zsg701129513.hl 

BLASTN 

gl69899 

204 

1.0e-lll 

276 

93 

G.max 31 kDa protein mRNA, 3 1 



end 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



55056 

zsg701129514.hl 

BLASTX 

g4559339 

321 

5.0e-30 



9116 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC007087) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 

55057 

zsg701129526.hl 

BLASTX 

g3738327 

162 

1.0e-ll 

59 

56 

(AC005170) putative serine carboxypeptidase [Arabidopsis 
thaliana] 

55058 

zsg701129532.hl 

BLASTX 

g3123515 

265 

2.0e-23 

77 

64 

(Y08761) Mago Nashi-like protein [Euphorbia lagascae] 
55059 

zsg701129548.hl 

BLASTX 

gl495802 

310 

9.0e-29 

91 

60 

(X96405) 13-lipoxygenase [Solanum tuberosum] 
55060 

zsg701129550.hl 

BLASTX 

g4510406 

277 

6.0e-25 

88 

66 

(AC006587) putative protein kinase [Arabidopsis thaliana] 
55061 

zsg701129567.hl 

BLASTN 

g3522932 

108 

7.0e-54 

212 

88 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



9117 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55062 

zsg701129573.hl 

BLASTX 

g4455336 

388 

6.0e-38 

90 
72 

(AL035525) pectinesterase-like protein [Arabidopsis 
thaliana] 





55063 

*nj -^j \j \j *s 




7^a701129635 hi 




RLASTX 

JJUflO J. A 


NCBI GI 


gl946367 


BLAST score 


252 


Hj Vdiuc 




L v laLCIl Xclig Lil 


70 


% identity 


o / 


jnudI uescripnon 


/flQ^91 R > nn Vn own r>yr»1~ 
\ U?Jil J J ullJtiiuwxi piUL 


Seq. No. 


ODU04 


Qp^ Tf) 


zsg701129650 .hi 


Method 


BLASTX 


NCBI GI 


gl732511 


BLAST score 


141 


E value 


3.0e-16 


Match length 


88 


% identity 


61 


NCBI Description 


(U 627 42) Ran binding 




thaliana] 


Seq. No. 


55065 


Seq. ID 


zsg701129720.hl 


Method 


BLASTN 


NCBI GI 


g2160155 


BLAST score 


67 


E value 


2.0e-29 


Match length 


151 



1 homolog [Arabidopsis 



% identity 

NCBI Description 



86 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55066 

zsg701129735.hl 

BLASTX 

g4544431 

220 

3.0e-18 

82 

60 

(AC006955) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



55067 

zsg701129778.hl 

BLASTX 

g4580394 



9118 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152 

3.0e-10 

55 

45 

(AC007171) putative fatty acid elongase [Arabidopsis 
thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



55068 

zsg701129793.hl 

BLASTN 

gl8644 

194 

1.0e-105 

247 
95 

Soybean mRNA for HMG-1 like protein 
55069 

zsg701129813.hl 

BLASTX 

g3859659 

251 

8.0e-22 

73 

74 

(AL031394) putative potassium transporter AtKTSp (AtKTS) 
[Arabidopsis thaliana] 

55070 

zsg701129902.hl 

BLASTX 

g2642502 

229 

3.0e-19 

74 

55 

(AF030694) CG3 [Plasmodium falciparum] 
55071 

zsg701129945.hl 

BLASTX 

g3540199 

266 

1.0e-23 

68 
69 

(AC004260) Putative monosaccharide transport protein 
[Arabidopsis thaliana] 

55072 

zsg701129951.hl 

BLASTX 

g2959767 

264 

2.0e-23 

70 

73 



9119 



NCBI Description 



(AJ002584) At MRP 4 [Arabidopsis thaliana] >gi_3738292 
(AC005309) glutathione-conjugate transporter At MRP 4 
[Arabidopsis thaliana] 



Seq. No. 


55073 


Oeq. xJJ 


■7Qrr701 1 9QQ79 hi 
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Seq. No. 
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Seq. No. 


55077 


oeq. ijj 


T<srrl fl 1 1 ^fin^R hi 

zsg / uiijuudj • nx 


Mf^T" h oH 




NCBI GI 


g21895 


BLAST score 


52 


E value 


2.0e-20 


Match length 


71 


% identity 


100 


NCBI Description 


T.aestivum (clone pTAU2.3) U2 snRNA 


Seq. No. 


55078 


Seq. ID 


zsg701130139.hl 



complete 



9120 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3452136 

211 

1.0e-115 

255 

96 

Glycine max mRNA for glucose- 6-phosphate~dehydrogenase, 
partial 

55079 

zsg701130161.hl 

BLASTX 

gl20680 

184 

3.0e-14 

45 

82 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66010_pir DEBHG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - barley 

>gi_18978_emb_CAA42901_ (X60343) glyceraldehyde 3-phosphate 
dehydrogenase [Hordeum vulgare] 

55080 

zsg701130219.hl 

BLASTX 

g3927836 

316 

2.0e-29 

76 

82 

(AC005727) unknown protein [Arabidopsis thaliana] 
55081 

zsg701130251.hl 

BLASTN 

gl70089 

37 

2.0e-ll 

41 

98 

G.max vegetative storage protien mRNA (VSP27 ) , complete cds 
55082 

zsg701130280.hl 

BLASTN 

g3264762 

78 

5.0e-36 

178 

86 

Prunus armeniaca 4 OS ribosomal protein S4 (RPS4 } mRNA, 
complete cds 



Seq. No. 
Seq. ID 
Method 



55083 

zsg701130290.hl 
BLASTX 



9121 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3915826 
381 

4.0e-37 

87 

82 

60S RIBOSOMAL PROTEIN L5 
55084 

zsg701130305.hl 

BLASTX 

g2252867 

258 

1.0e-22 

84 

64 

(AF013294) contains region of similarity to beta transducin 
family [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55085 

zsg701130306.hl 

BLASTN 

gl675195 

93 

5.0e-45 

153 

90 

Pisum sativum (clone PsRCI22-3) 
complete cds 



callus protein P23 mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55086 

zsg701130310.hl 

BLASTX 

gl888357 

336 

7.0e-32 

85 

74 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

55087 

zsg701130315.hl 

BLASTX 

gl568637 

242 

4.0e-24 

77 

81 

(U69554) 6a-hydroxymaackiain methyltransf erase [Pisum 
sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



55088 

zsg701130328.hl 

BLASTX 

g4127662 

163 



9122 



E value 
Match length 
% identity 
NCBI Description 




1.0e-ll 

55 
55 

(Y11176) fructosidase 




[Cichorium intybus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55089 

zsg701130361.hl 

BLASTX 

g3915020 

165 

8.0e-12 

66 
61 

SUCROSE- PHOSPHATE SYNTHASE (UDP-GLUCOSE-FRUCTOSE-PHOSPHATE 
GLUCOSYLTRANS FERASE ) >gi_1022365_emb_CAA91217_ (Z56278) 
sucrose phosphate synthase [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55090 

zsg701130375.hl 

BLASTX 

g4107099 

304 

1.0e-28 

78 
77 

(AB015141) AHP1 [Arabidopsis thaliana] 

>gi_4156245_dbj_BAA37112_ (AB012570) ATHP3 [Arabidopsis 
thaliana] 



Seq. No. 55091 

Seq. ID zsg701130393.hl 

Method BLASTX 

NCBI GI g4539335 

BLAST score 186 

E value 2.0e-14 

Match length 81 

% identity 44 

NCBI Description (AL035539) putative protein [Arabidopsis thaliana] 

Seq. No. 55092 

Seq. ID zsg701130443.hl 

Method BLASTX 

NCBI GI g3367576 

BLAST score 141 

E value 6.0e-09 

Match length 58 

% identity 48 

NCBI Description (AL031135) NAM / CUC2 -like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



55093 

zsg701130468.hl 

BLASTN 

g3982595 

144 

2.0e-75 

270 

89 



9123 



NCBI Description Glycine max cationic peroxidase 2 (Prx2) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55094 

zsg701130481.hl 

BLASTN 

g255576 

105 

4.0e-52 

124 

98 

small auxin up RNA gene cluster: orf 6B [Glycine 
max^soybeans, cv. Wayne, Genomic, 665 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55095 

zvj700605114.h2 

BLASTN 

gll50683 

47 

2.0e-17 

171 

85 

V.radiata atpB, rbcL and trnK genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55096 

zvj700605194.h2 

BLASTX 

g2832618 

163 

2.0e-ll 

42 

69 

(AL021711) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55097 

zvp700764138.hl 

BLASTN 

gl70007 

205 

1.0e-lll 

281 

95 

Soybean 18 kD late embryogenesis abundant 
mRNA, complete cds 



(Lea) protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55098 

zvp700764144.hl 

BLASTX 

gl526422 

176 

6.0e-13 

52 
69 

(D64139) LEA protein in group 5 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



55099 

zvp700764212.hl 
BLASTN 



9124 




NCBI GI g3273242 

BLAST score 66 

E value 1.0e-28 

Match length 122 

% identity 89 

NCBI Description Oryza sativa mRNA for NLS receptor, complete cds 

Seq. No. 55100 

Seq. ID zvp700764247.hl 

Method BLASTN 

NCBI GI gl8749 

BLAST score 220 

E value 1.0e-120 

Match length 241 

% identity 99 

NCBI Description G.max mRNA for seed maturation polypeptide 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55101 

zvp700764284.hl 

BLASTX 

gl946371 

296 

2.0e-27 

63 

84 

(U93215) regulatory protein Viviparous-1 isolog 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55102 

zzp700829515.hl 

BLASTX 

g431162 

188 

1.0e-14 

74 

59 

(D21822) ORF [Lilium longiflorum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55103 

zzp700829607.hl 

BLASTX 

g2905893 

269 

4.0e-24 

77 

65 

(U66424) fimbrin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55104 

zzp700829617.hl 

BLASTX 

g2497543 

155 

1.0e-10 

54 
61 

PYRUVATE KINASE, 



CYTOSOLIC ISOZYME >gi_542061_pir S41379 



9125 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pyruvate kinase - common tobacco >gi_444023_emb_CAA82628_ 
(Z29492) pyruvate kinase [Nicotiana tabacum] 

55105 

zzp700829625.hl 

BLASTN 

g3142328 

110 

4.0e-55 

133 
96 

Glycine max partial SIRE-1 sequence ribonuclease H and 
envelope-like genes, partial cds, and long terminal repeat, 
complete sequence 

55106 

zzp700829706.hl 

BLASTX 

g3687240 

308 

1.0e-28 

78 

40 

(AC005169) extensin-like protein [Arabidopsis thaliana] 
55107 

zzp700829744.hl 

BLASTX 

g2983755 

304 

3.0e-28 

76 

74 

(AE000735) ATP-dependent Clp protease proteolytic subunit 
[Aquifex aeolicus] 

55108 

zzp700829816.hl 

BLASTX 

g3413513 

263 

2.0e-23 

79 

63 

(AJ000266) glucose-6-phosphate isomerase [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55109 

zzp700829836.hl 

BLASTX 

g485512 

197 

1.0e-15 

70 

69 

salt-associated protein csaA - sweet orange 



9126 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55110 

zzp700829908.hl 

BLASTX 

g4467125 

137 

1.0e-08 

39 
72 

(AL035538) putative protein [Arabidopsis thaliana] 
55111 

zzp700829916.hl 

BLASTX 

g3402712 

136 

1.0e-08 

43 
67 

(AC004261) hypothetical protein [Arabidopsis thaliana] 



55112 

zzp700829926.hl 

BLASTN 

gl66915 

71 

6.0e-32 

79 

97 

Arabidopsis thaliana alpha-4 tubulin 
cds 



(TUA4) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55113 

zzp700829932.hl 

BLASTX 

g3367788 

184 

3.0e-14 

60 

58 

(AL031154) hypothetical protein [Schizosaccharomyces pombe] 
55114 

zzp700829978.hl 

BLASTN 

gl69090 

71 

6.0e-32 

159 

87 

Pea glyceraldehyde-3-phosphate dehydrogenase (GapCl) mRNA, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



55115 

zzp700830084.hl 

BLASTN 

gl619904 

76 



9127 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-35 

95 

96 

Glycine max thiol protease isoform A mRNA, partial cds 
55116 

zzp700830094.hl 

BLASTX 

gl531758 

298 

2.0e-27 

63 

86 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55117 

zzp700830101.hl 

BLASTN 

g4454587 

32 

7.0e-09 

52 

90 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 


55118 




Seq. ID 


zzp700830123.hl 




Method 


BLASTN 




NCBI GI 


g3790450 




BLAST score 


87 




E value 


2.0e-41 




Match length 


183 




% identity 


87 




NCBI Description 


Chlorarachnion CCMP621 




partial cds 




Seq. No. 


55119 




Seq. ID 


zzp700830238.hl 




Method 


BLASTN 




NCBI GI 


gl!83936 




BLAST score 


57 




E value 


2.0e-23 




Match length 


183 




% identity 


84 




NCBI Description 


P. sativum 5S rRNA 


gene 


Seq. No. 


55120 




Seq. ID 


zzp700830333.hl 




Method 


BLASTX 




NCBI GI 


g3142289 




BLAST score 


132 




E value 


1.0e-16 




Match length 


71 




% identity 


65 




NCBI Description 


(AC002411) Strong 


simi. 



9128 



gb_U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55121 

zzp700830413.hl 

BLASTX 

gl706082 

145 

2.0e-09 

73 

47 

SERINE CARBOXYPEPTIDASE II-3 PRECURSOR (CP-MII.3) 

>gi_629787_pir S44191 serine-type carboxypeptidase (EC 

3,4.16.1) II-3 - barley >gi_619350_bbs_153536 
CP-MII.3=serine carboxypeptidase [Hordeum vulgare=barley, 
cv. Alexis, aleurone, Peptide, 516 aa] 

>gi_474392_emb_CAA55478_ (X78877) serine carboxylase II-3 
[Hordeum vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55122 

zzp700830517.hl 

BLASTN 

g296444 

222 

1.0e-122 

245 

98 

G.max ADR 6 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55123 

zzp700830542.hl 

BLASTN 

g2058281 

45 

2.0e-16 

100 

87 

A. thaliana mRNA for AtRanBPla protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55124 

zzp700830550.hl 

BLASTN 

gl8729 

61 

6.0e-26 

153 

85 

Soybean (Glycine max) 



18S ribosomal RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55125 

zzp700830551.hl 

BLASTX 

g3522956 

141 

6.0e-19 

74 
59 

(AC004411) putative pectinacetylesterase precursor 



9129 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
55126 

zzp700830594.hl 

BLASTX 

g2660670 

122 

2.0e-13 

63 

86 

(AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55127 

zzp700830652.hl 

BLASTX 

gl532167 

194 

2.0e-15 

51 

65 

(U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55128 

zzp700830681.hl 

BLASTX 

g4468990 

233 

5.0e-20 

64 

66 

(AL035605) putative protein [Arabidopsis thaliana] 
55129 

zzp700830683.hl 

BLASTX 

gl402918 

279 

2.0e-25 

69 

75 

(X98320) peroxidase [Arabidopsis thaliana] 
>gi_1429215_emb_CAA67310_ (X98774) peroxidase ATP6a 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



55130 

zzp700830760.hl 

BLASTN 

g3021374 

211 

1.0e-115 

247 

96 



9130 



NCBI Description 



Glycine max mRNA for profilin, PR01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55131 

zzp700830793.hl 

BLASTX 

g2129559 

229 

2.0e-19 

50 
84 

cellulase homolog OR16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55132 

zzp700830820.hl 

BLASTX 

gl495366 

158 

3.0e-ll 

64 
45 

(Z69370) nitrite transporter [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55133 

zzp700830829.hl 

BLASTX 

g4490737 

176 

4.0e-13 

60 

57 

(AL0357 08) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55134 

zzp700830845.hl 

BLASTX 

gl30188 

321 

4.0e-30 

79 

73 

PHYTOCHROME A >gi_81937_pir S06856 phytochrome - garden 

pea >gi_169132 (M37217) phytochrome [Pisum sativum] 
>gi_295830_emb_CAA32242_ (X14077) phytochrome apoprotein 

[Pisum sativum] >gi_226757_prf 1604466A phytochrome [Pisum 

sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



55135 

zzp700830872.hl 

BLASTX 

g2213581 

217 

5.0e-18 



9131 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43 
95 

(AC000348) 



T7N9.1 [Arabidopsis thaliana] 



55136 

zzp700830873.hl 

BLASTN 

gl69360 

110 

4.0e-55 

195 
90 

P. vulgaris PVPK-1 protein, complete cds 
55137 

zzp700830890.hl 

BLASTX 

g3763921 

95 

3.0e-09 

41 

83 

(AC004450) putative pirin protein [Arabidopsis thaliana] 



55138 

zzp700830996.hl 

BLASTN 

gl70071 

202 

1.0e-110 

246 
96 

Soybean calmodulin 



(SCaM-2) mRNA, complete cds 



55139 

zzp700831011.hl 

BLASTN 

g777757 

112 

3.0e-56 

156 
26 

Saccharum hybrid {clone SCUBI561) polyubiquitin mRNA, 
complete cds 

55140 

zzp700831023.hl 

BLASTX 

g4544436 

143 

3.0e-09 

82 
44 

(AC006592) anthocyanidin-3-glucoside rhamnosyltransf erase, 
3 1 partial [Arabidopsis thaliana] 



Seq. No. 



55141 



9132 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zzp700831038.hl 

BLASTX 

g729092 

400 

2.0e-39 

82 

90 

CALCIUM-DEPENDENT PROTEIN KINASE, ISOFORM AK1 (CDPK) 

>gi_477484__pir A49082 calcium- dependent protein kinase 

isoform AK1 - Arabidopsis thaliana >gi_304105 (L14771) 
calcium-dependent protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55142 

zzp700831054.hl 

BLASTX 

g4455206 

165 

7.0e-12 

41 
71 

(AL035440) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55143 

zzp700831056.hl 

BLASTX 

g4490730 

188 

1.0e-14 

81 
54 

(AL035709) putative protein [Arabidopsis thaliana] 



Seq. No. 


55144 


Seq. ID 


zzp700831059.hl 


Method 


BLASTN 


NCBI GI 


g3021372 


BLAST score 


73 


E value 


4.0e-33 


Match length 


80 


% identity 


97 


NCBI Description 


Glycine max mRNA for profilin, PR02 


Seq. No. 


55145 


Seq. ID 


zzp700831075.hl 


Method 


BLASTN 


NCBI GI 


g2317899 


BLAST score 


217 


E value 


1.0e-119 


Match length 


233 


% identity 


98 


NCBI Description 


Glycine max Sali3-2 mRNA, complete 



Seq. No. 55146 

Seq. ID zzp700831106.hl 

Method BLASTX 

NCBI GI g421955 



9133 



BLAST score 


233 


E value 


7.0e-20 


M^toh 1 pncrf h 


75 


% "i dpnt i 1~ v 


55 




hvnothet ical orotein 4 — Dotato transDOSon Tstl 




>gi 21434 emb CAA36616 (X52387) 0RF4 [Solanum tuberosum] 




SSI 47 


k_J C ^£ • -L i-f 


zzr>700831115.hl 


rut; uxiL/u. 


RT.ASTX 
xj xmj x /\ 


NCBI GI 


gl495366 


BLAST score 


246 


Hi v ax U.C 


2 . Oe-21 


Ma^hnh 1 on nth 


64 




67 


NCBI Description 


(Z69370) nitrite transporter [Cucumis sativus] 




55148 


kJ v U * J. 


zzp700831167 .hi 


MoT~hoH 


RLASTX 


NCBI GI 


g3702327 


BLAST score 


139 


J-j VO.-LU.C 


6 . Oe-09 


11G Loll ICll^ Ull 


38 


15 lUCllLlLy 


7 1 


TtfPRT nficpr"! nfi on 

L.H \*s XJ J. iy COUJ. -L k/ U» -J- VuS 1 1 


(AC005397) unknown protein [Arabidopsis thaliana] 


OeCJ. WO, 


S SI A Q 


OtSt^* -LJJ 


77n700831184 hi 




RLASTX 


MpOT (IT 


^jX^JJXU 


BLAST score 


162 


E value 


1.0e-ll 


Mat*r"h 1 Dfi itI - h 


42 


O lUClltl i__y 


71 








on 1 7TIOT3 sp^ rATahidoDsis thaliana! 


oeq • 1NO . 


ssi sn 


O CU • XL/ 


77n700831185 hi 


l v lc LI1UU. 


RT.A9TX 


MpDT (IT 
LNky£3± ox. 


rr^4D97 S8 


BLAST score 


342 


E value 


1.0e-32 


M^i +■ oh 1 o"not*h 

LiO. UU>11 -LGiiy UXi 


75 


£■ -! Hon t" "i 

x> luciii l t_ y 


87 


INUO-L L/cbLIipLlUIl 


f TXT H^l 1 fi7\ qoyino/th rpnn i np Vin^cio — 1 i k p TiT*nt 0 1 n 




Lrtiauiuupoxa Liiax xaiia j 


oeg. wo. 




Udtj » J. u 


77r>700R^1 ?73 hi 


Mot hnd 


RLASTX 


NCBI GI 


g3874271 


BLAST score 


181 


E value 


6.0e-14 


Match length 


51 


% identity 


67 



9134 



NCBI Description 



(281467) predicted using Genefinder; Similarity to 
Drosophila UDP-glucose: glycoprotein glucosyltransf erase 
(TR:Q09332); cDNA EST yk250bl0.3 comes from this gene; cDNA 
EST yk250bl0.5 comes from this gene [Caenorhabditis 
elegans] >gi_3876437_emb_CAB04207__ (Z81516) predicted using 
Genefinder; Similarity to Drosophila 

UDP-glucose : glycoprotein glucosyltransf erase (TR:Q09332) ; 
cDNA EST yk250bl0.3 comes from this gene; cDNA EST 
yk250bl0.5 comes from this gene [Caenorhabditis elegans] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55152 

zzp700831281.hl 

BLASTN 

g4512690 

74 

1.0e-33 

182 

85 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55153 

zzp700831343.hl 

BLASTX 

g4455155 

188 

1.0e-14 

59 

64 

(AL022023) EF-1 alpha - like protein (fragment) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55154 

zzp700831404.hl 

BLASTX 

g584825 

151 

3.0e-10 

29 

93 

B2 PROTEIN >gi_322726_pir S32124 B2 protein - carrot 

>gi_297889_emb_CAA51078_ (X72385) B2 protein [Daucus 
carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55155 

zzp700831452.hl 

BLASTN 

g296444 

235 

1.0e-130 

235 

100 

G.max ADR6 mRNA 



Seq. No. 
Seq. ID 

Method 



55156 

zzp700831454.hl 
BLASTX 



9135 



NCBI GI 


g2842493 




BLAST score 


174 




J— J V d JL LL\Z 


6 Oe-13 




MaYcYi j encrth 


42 




is luenuity 


76 






(AL021749) 


predicted protein [Arabidopsis thaliana] 




55157 




Seq. ID 


zzp700831485.hl 


Method 






NCBI GI 


a4567225 




BLAST score 


215 




K 1 up 


8.0e-18 




Matfh 1 encrth 

lid Ull 








68 






(AC007119) 


unknown protein [Arabidopsis thaliana] 


O ^5 q • In U . 


55158 




Sea ID 


zzp7008314i 


36. hi 


Method 


BLASTX 




NCBI GI 


g4544411 




BLAST score 


216 




J_j v CL-L. LiC 


6.0e-18 




i. Id LLrll _Ldiy 1—11 


73 




9- *1 /"N Q T T~ T T 

^ iaenLiL.y 


15 




iNUcx uesciipuion 


(AC006955) 


hypothetical protein [Arabidopsis thaliana] 


oeq. no. 


55159 






zzp700831503.hl 


L JLC L. llW^J. 


BLASTX 




NCBI GI 


g4580515 




BLAST score 


260 




Hi V Ct J. uc 


6.0e-23 




rid .LcJiiy uii 


84 






55 




LMODX UcbL-IipLlUIl 


(AF036301) 


scarecrow-like 3 [Arabidopsis thaliana] 


Q ^ VT/-M 

OcCJ. 1NO. 


55160 




Seq. ID 


zzp700831536.hl 




BLASTX 




NCBI GI 


g2662310 




BLAST score 


98 




Hi ValUc 


7.0e-09 




ilClL-OIl -LtJliy Uil 


56 




Q- -J r"\ 4— -1 4- t 7 

15 luentity 


59 






(AB009307) 


bpwl [Hordeum vulgar e] 


064. 1NO. 


55161 






zzp700831579.hl 


Mot* h nH 

11C L.1 1L»>VJ. 


BLASTX 




Ih^Xjx O-L 


g2880057 




BLAST score 


220 




E value 


2.0e-18 




Match length 


79 




% identity 


61 




NCBI Description 


(AC002340) 


putative RNA helicase A, 5 T partial [Arabidops 




thaliana] 





9136 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55162 

zzp700831614.hl 

BLASTX 

g4263509 

143 

3.0e-09 

41 

61 

(AC004044) hypothetical protein [Arabidopsis thaliana] 



55163 

zzp700831620.hl 

BLASTN 

g2149954 

102 

2.0e-50 

217 

87 

Phaseolus vulgaris putative aquaporin-1 
complete cds 



(Mip-1) mRNA, 



55164 

zzp700831630.hl 

BLASTX 

g4512698 

234 

2.0e-40 

86 

86 

(AC006569) hypothetical protein [Arabidopsis thaliana] 
55165 

zzp700831693.hl 

BLASTX 

g322752 

101 

3.0e-09 

68 

45 

auxin-independent growth promoter - Nicotiana tabacum 
>gi_559921_emb_CAA56570_ (X80301) axi 1 [Nicotiana tabacum] 

55166 

zzp700831735.hl 

BLASTX 

g3941460 

168 

3.0e-12 

51 

69 

(AF062884) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



55167 

zzp700831790.hl 
BLASTN 



9137 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



g2317899 
178 

1.0e-95 

214 
96 

Glycine max Sali3-2 mRNA, complete cds 
55168 

zzp700831812.hl 

BLASTX 

g3337352 

354 

6.0e-34 

89 

75 

(AC004481) putative chromatin structural protein SuptShp 
[Arabidopsis thaliana] 

55169 

zzp700831838.hl 

BLASTX 

g3080420 

170 

2.0e-12 

48 

62 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 

55170 

zzp700831852.hl 

BLASTX 

gl351791 

257 

1.0e-22 

84 

58 

HYPOTHETICAL 57.0 KD TRP-ASP REPEATS CONTAINING PROTEIN IN 

CPR4-SSK22 INTERGENIC REGION >gi_83249__pir SI 94 87 

hypothetical protein YCR072c - yeast (Saccharomyces 
cerevisiae) >gi_1907211_emb__CAA42270_ (X59720) YCR072c, 
len:515 [Saccharomyces cerevisiae] 

55171 

zzp700831857.hl 

BLASTX 

g3033398 

359 

1.0e-34 

87 

80 

(AC004238 ) putative phosphoribosylaminoimidazolecarboxamide 
formyltransf erase [Arabidopsis thaliana] 

55172 

zzp700831858.hl 
BLASTN 



9138 



NCBI GI 


gl019945 


BLAST score 


39 


ill V Ql lie 


1.0e-12 


Ma+"r*h 1 e^ncrth 

LIU \~ V^il _L ollVj L-J.J. 


123 






NPRT np^rri nt*i on 


Gossypium hirsutuiti ascorbate peroxidase mRNA, complete 




55173 


Seq. ID 


zzp700831934 .hi 


Method 


BLASTX 


NCBI GI 


g2911344 


BLAST score 


182 


P. V;a 1 lip 


8 . Oe-14 


Match 1 ennth 


85 




46 


NCBI Description 


(AF032442) putative E1-E2 ATPase [Homo sapiens] 




55174 


Sea ID 


zzp700831940 .hi 


lie LliUU, 


RT.A9TN 

DlulO 1 IN 


NCBI GI 


g20892 


BLAST score 


87 


TI* Tra "1 n o 


^ • u e *± i 










IN^IjI UcbOIipLlUIl 




OeU_ . ViKJ • 


SSI 7S 




zzn700831955 hi 




BLASTN 


NCBI GI 


g791097 


BLAST score 


89 


X_j VCtX LiC 


1. Oe-42 


M^tf^h 1 pnerth 


97 




-?o 


MPRT np^PTiDi"! on 


P xriilrraT*i til ttiRNA 


kj C VJ( • LV: • 


55176 


Seq. ID 


zzo700831969.hl 


Mpt Vi aH 
11C L11UU. 




NCBI GI 


g!931655 


BLAST score 


207 


Hi vaiuc 


-J • v C If 




68 


^ lvJ.eilLlLy 


74 


MfR T n o cpti i^"f~ i /^it* 
IN^ol UcSLlipLlUil 


/nQSQ7"31 -r^r'P'n't'nr*— nac;p "i qo! nrr r Arphi Hnn ^ i c* "hha"! i ^n^l 

\U JJ!7 / J J 1 CLC^ LUI JvliiCLoe 1qU1U<J [111 CtJJlUU^JO±0 L- lid J 


UCU_ . 1NU . 


77 


kj e\-£ • i u 


zzn700831991 hi 


l v le Lilua 


RT A^TY 


NCBI GI 


g4469025 


BLAST score 


171 


E value 


1.0e-12 


Match length 


39 


% identity 


74 


NCBI Description 


(AL035602) putative protein [Arabidopsis thaliana] 



9139 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55178 

zzp700832057.hl 

BLASTX 

g2347188 

263 

2.0e-23 

68 

65 

(AC002338) laccase isolog [Arabidopsis thaliana] 
>gi__3150401 (AC004165) putative laccase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55179 

zzp700832074.hl 

BLASTN 

g4455168 

42 

1.0e-14 

62 
92 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F10M10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55180 

zzp700832180.hl 

BLASTX 

g4104972 

176 

3.0e-13 

71 
62 

(AF043108) spermidine synthase 1 [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55181 

zzp700832207.hl 

BLASTX 

g3548801 

143 

3.0e-09 

52 
52 

(AC005313) putative transmembrane protein [Arabidopsis 
thaliana] >gi_4335768_gb_AAD174 45_ (AC006284) putative 
integral membrane protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55182 

zzp700832220.hl 

BLASTN 

g603218 

55 

2.0e-22 

75 
93 

Medicago sativa glucose- 6-phosphate dehydrogenase mRNA, 
complete cds 



Seq. No. 



55183 



9140 



Seq. ID 


zzp700832221.hl 


Method 


BLASTX 


NCBI GI 


g2618699 


BLAST score 


153 


V. 1 hp 

J_J V CL-L Li. "3 


2.0e-10 


Match length 


65 


% \ Hf^nt" "i t" v 


45 


NCBI Description 


(AC002510) unknown protein [Arabidopsis thaliana] 


Sea No. 


55184 


Seq. ID 


zzp700832256.hl 


Method 


BLASTX 


NCBI GI 


g4371293 


BLAST score 


174 


E value 


4 .Oe-13 


Match length 


79 


o luciii — l <—_y 


16 


II J- X^ fc_> X* -X» V/ X X 


(AC006260) hypothetical protein [Arabidopsis thaliana] 




55185 


Seq. ID 


zzp700832290.hl 


Law i~ llkska. 


BLASTX 


NCBI GI 


g2702268 


BLAST score 


222 


E value 


1.0e-18 


Match length 


62 




76 


NCBI Descriotion 


(AC003033) putative cellulase [Arabidopsis thaliana] 




55186 


Seq. ID 


zzp700832291.hl 




BLASTX 


NCBI GI 


g4371296 


BLAST score 


138 


E value 


9.0e-09 


Match length 


44 


% identity 


61 




(AC00626CM outative receotor orotein kinase [Arabidops 




thaliana] 


Sea No 


55187 


Seq. ID 


zzp700832294 .hi 


Method 


BLASTX 


NCBI GI 


g!354849 


BLAST score 


177 


E value 


2. Oe-13 


Match length 


54 


£■ -j Hon f" 1 1~ V 


63 


KfPRT ct\ ot ion 


(U57350) epoxide hydrolase [Nicotiana tabacum] 




55188 


Seq. ID 


zzp700832334.hl 


Method 


BLASTN 


NCBI GI 


g555615 


BLAST score 


76 


E value 


7.0e-35 


Match length 


215 



9141 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

Glycine max Mandarin cytokinin induced message 
complete cds 

55189 

zzp700832383.hl 

BLASTN 

gl808591 

49 

8.0e-19 

100 
88 

C.arietinum mRNA for SAM-synthetase 



55190 

zzp700832462.hl 

BLASTX 

g2833311 

171 

2.0e-12 

46 

63 

HYPOTHETICAL 18. 
>gi_630728_pir 



(ciml) mRNA, 



,9 KD PROTEIN R07E5.13 IN CHROMOSOME III 
J343605 R07E5.13 protein (clone R07E5) - 
Caenorhabditis" elegans >gi_3878946_emb_CAA83622_ (Z32683) 
R07E5.13 [Caenorhabditis elegans] 

55191 

zzp700832484.hl 

BLASTX 

g2642432 

241 

6.0e-21 

63 
65 

(AC002391) putative elicitor response element binding 
protein (WRKY3) [Arabidopsis thaliana] 

55192 

zzp700832525.hl 

BLASTX 

gl335862 

389 

3.0e-38 

78 

95 

(U42608) clathrin heavy chain [Glycine max] 
55193 

zzp700832551.hl 

BLASTX 

g2982444 

181 

9.0e-14 

72 

56 

(AL022224) CLV1 receptor kinase like protein [Arabidopsis 



9142 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55194 

zzp700832567.hl 

BLASTX 

g882341 

216 

7.0e-18 

65 

60 

(U24702) LRP1 [Arabidopsis thaliana] 
55195 

zzp700832586.hl 

BLASTN 

gll83936 

72 

2.0e-32 

174 

86 

P. sativum 5S rRNA gene 
55196 

zzp700832613.hl 

BLASTX 

g3169883 

144 

2.0e-09 

80 

39 

(AF033194) dehydroquinate dehydratase/ shikimate : NADP 
oxidoreductase [Lycopersicon esculentum] >gi_31 69888 
(AF034411) dehydroquinate dehydratase/ shikimate : NADP 
oxidoreductase [Lycopersicon esculentum] 

55197 

zzp700832616.hl 

BLASTX 

g3647355 

263 

3.0e-23 

79 

63 

(Z97348) predicted using hexExon; MAL3P1.12 (PFC0150w) , 
Human hypothetical protein KIAA024 9-related protein len: 
1160 aa; Similarity to 2 human and an yeast hypothetical 
gene. Human hypothetical protein KIAA0249 ( SW : Y2 4 9_HUMA 

55198 

zzp700832756.hl 

BLASTX 

g2828293 

235 

4.0e-20 

73 

66 

(AL021687) putative protein [Arabidopsis thaliana] 



9143 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55199 

zzp700832885.hl 

BLASTX 

gl086250 

144 

2.0e-ll 

70 

56 

SUCl-sucrose proton symporter - Plantago major 
>gi_667047_emb_CAA59113__ (X84379) SUCl-sucrose proton 
symporter [Plantago major] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55200 

zzp700832909.hl 

BLASTN 

g4097879 

72 

2.0e-32 

195 

92 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55201 

zzp700832944.hl 

BLASTX 

g2979543 

124 

2.0e-09 

46 

74 

(AC003680) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55202 

zzp700832991.hl 

BLASTX 

g2760537 

132 

4.0e-09 

65 

49 

(Y16088) cytosolic form of cyclophilin [Lupinus luteus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55203 

zzp700833003.hl 

BLASTX 

g2160175 

254 

3.0e-22 

81 

54 

(AC000132) 
proteinase 



Strong similarity to Dianthus cysteine 
(gb__U17135) . [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



55204 

zzp700833011.hl 



9144 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2651308 

135 

3.0e-13 

77 
60 

(AC002336) putative myosin heavy chain [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55205 

zzp700833023.hl 

BLASTX 

g2245139 

151 

6.0e-ll 

49 

80 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
55206 

zzp700833051.hl 

BLASTX 

g3818624 

173 

2.0e-20 

81 

67 

(AF095912) actin related protein 2; ARP2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



55207 

zzp700833122.hl 

BLASTX 

g2618687 

222 

2.0e-18 

87 
57 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
55208 

zzp700833139.hl 

BLASTX 

g3738339 

351 

9.0e-34 

76 

91 

(AC005170) putative kinase [Arabidopsis thaliana] 
55209 

zzp700833148.hl 

BLASTX 

g2244990 

284 

8.0e-26 
82 



9145 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

(Z97340) similarity to LIM homeobox protein - 
Caenorhabditis [Arabidopsis thaliana] 

55210 

zzp700833173.hl 

BLASTX 

g4406780 

191 

6.0e-15 

41 

83 

(AC006532) putative mult i spanning membrane protein 
[Arabidopsis thaliana] 

55211 

zzp700833179.hl 

BLASTN 

g2351070 

44 

1.0e-15 

76 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTH12, complete sequence [Arabidopsis thaliana] 

55212 

zzp700833193.hl 

BLASTX 

g2498490 

217 

6.0e-18 

70 

57 

VIRAL INTEGRATION SITE PROTEIN INT-6 >gi_1854579 (L35556) 
Int-6 [Mus musculus] >gi_2114363 (0*62962) similar to mouse 
Int-6 [Homo sapiens] >gi_2351382 (U54562) eIF3-p48 [Homo 
sapiens] >gi_2688818 (U85947) Int-6 [Homo sapiens] 
>gi_2695701 (U94175) mammary tumor-associated protein INT6 
[Homo sapiens] >gi_4503521_ref_NP_001559. l_pEIF3S6_ murine 
mammary tumor integration site 6 (oncogene homolog) 

55213 

zzp700833212.hl 

BLASTX 

g3242787 

164 

9.0e-12 

43 

77 

(AF055356) respiratory burst oxidase protein E [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



55214 

zzp700833222.hl 

BLASTX 

g4336205 



9146 



BLAST score 
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BLAST score 
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•77T^7nnfi ?^9 c ifi hi 

Z 2*p / UUO JJ^JO • I1X 


Mot 1 h o<H 




NCBI GI 


g2959781 


BLAST score 


201 


E value 


o • ue x o 


i v lcl LL-ll xeny Ull 




% identity 


/ X 


lMv/Dl L/cbUlipLlUil 


^ A.T99^ c inft ^ 7taTt 1 1 p nrnrpin rArahi Hnn^i «; thai "i ana 1 


oeg. no. 


CCOI Q 

OOZio 


Cpo; jn 


Z, Z. tJ / UUO JJi 71 . liX 


J/lC LllL/U 




NCBI GI 


g2842493 


BLAST score 


106 


Hi vaxue 


A Ho— 1 9 

ft . ue iz 


M^ra +■ oV* 1 ^ t^i o - 4- Vi 

riatcii lenyLn 


CO 
D O 


% identity 


OO 


TvT/'""' D T a. 0 v 1 t"\ +* t on 
1NCDX UcbCIipUlUu 


^ZiT fl91 74Q\ r\y*c>H n r , 't"DH niv*r>"ho"in f vahi Hone n <3 fhal "i anA 
\ JriXi U Z. X / "i j j pX ytXXL* UtJvJ. piULcill [_riIaJJJ.UUpolo L.11CLX X ClllCt 


oeq . wo . 


O OZ X y 




Z. Z>^ / UUO JJJ .XIX 


l ie L.1 ikJLi 


Dllflu X IN 


LN\^rJL)X OX 


a529093 


BLAST score 


43 


E value 


4-0e-15 


Match length 


103 


% identity 


89 


NCBI Description 


Rice mRNA for proteasome C2 subunit, complete cds 



9147 



# 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55220 

zzp700833371.hl 

BLASTX 

g2662469 

278 

4.0e-25 

57 

91 

(AF034217) ribosomal protein S6 [Arabidopsis thaliana] 
55221 

zzp700833387.hl 

BLASTX 

g3193284 

153 

1.0e-10 

65 

46 

(AF069298) No definition line found [Arabidopsis thaliana] 
55222 

zzp700833388.hl 

BLASTN 

g3869075 

38 

2.0e-12 

86 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXK3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



55223 

zzp700833447.hl 

BLASTX 

g2565011 

160 

2.0e-ll 

73 
45 

(AC002983) putative MuDR-A-like transposon protein 
[Arabidopsis thaliana] 

55224 

zzp700833473.hl 

BLASTX 

g2316016 

189 

1.0e-14 

80 

47 

(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 
55225 

zzp700833570.hl 

BLASTX 

g2129516 



9148 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217 

6.0e-18 

80 
51 

1-aminocyclopropane-l-carboxylate oxidase homolog (clone 
2A6) - Arabidopsis thaliana >gi_599622_emb_CAA58151_ 
(X83096) 2A6 [Arabidopsis thaliana] >gi__2809261 (AC002560) 
F21B7.30 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55226 

zzp700833572.hl 

BLASTX 

gl703082 

159 

3.0e-ll 

37 

81 

PROBABLE ATP-CITRATE ( PRO- S-) -LYASE (CITRATE CLEAVAGE 
ENZYME) >gi_1326262 (U58727) coded for by C. elegans cDNA 
ykl33b7.5; coded for by C. elegans cDNA ykl33b7.3; coded 
for by C. elegans cDNA CEESE58F; strong similarity to ATP 
citrate lyase and the alpha chain of succinyl-coa synthases 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55227 

zzp700833578.hl 

BLASTX 

g4510421 

223 

7.0e-19 

66 

68 

(AC006929) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55228 

zzp700833609.hl 

BLASTX 

g3036812 

196 

1.0e-15 

48 
77 

(AL022373) ATM-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55229 

zzp700833624.hl 

BLASTX 

g3176660 

160 

2.0e-ll 

40 
72 

(AC004393) Similar to ERECTA receptor protein kinase 
gb_U47029 from A. thaliana. [Arabidopsis thaliana} 



Seq. No. 
Seq. ID 



55230 

zzp700833627.hl 



9149 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

g3426041 

184 

3.0e-14 

48 

65 

(AC005168) unknown protein [Arabidopsis thaliana] 
55231 

zzp700833708.hl 

BLASTX 

g2739002 

155 

1.0e-10 

80 

42 

(AF022460) CYP83Dlp [Glycine max] 
55232 

zzp700833746.hl 

BLASTX 

g548856 

185 

3.0e-14 

59 

64 

40S RIBOSOMAL PROTEIN S3 >gi_422496_pir S35620 ribosomal 

protein S3 - fruit fly (Drosophila melanogaster) >gi_290275 
(L13690) ribosomal protein S3/AP endonuclease DNA repair 
protein [Drosophila melanogaster] 

55233 

zzp700833778.hl 

BLASTX 

gl419090 

157 

6.0e-ll 

47 

66 

(X94968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 

55234 

zzp700833806.hl 

BLASTX 

g3128228 

223 

1.0e-18 

68 

59 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

55235 

zzp700833842.hl 
BLASTX 



9150 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g4406781 
247 

2.0e-21 

78 
64 

(AC006532) 
thaliana] 



putative Na+/H+ antiporter [Arabidopsis 



55236 

zzp700833843.hl 

BLASTX 

g559713 

117 

2.0e-12 

73 
47 

(D38552) The hal539 protein is related to cyclophilin. 
[Homo sapiens] 

55237 

zzp700833867.hl 

BLASTN 

g2317899 



3.0e-42 

136 

91 

Glycine max Sali3- 



■2 mRNA, complete cds 



55238 

zzp700833880.hl 

BLASTX 

g3831457 

181 

8.0e-14 

77 

47 

(AC005700) putative ion channel protein [Arabidopsis 
thaliana] 

55239 

zzp700834009.hl 

BLASTX 

g4210712 

158 

5.0e-ll 

73 
48 

(AJ006870) purple acid phosphatase [Ipomoea batatas] 
55240 

zzp700834011.hl 

BLASTX 

g629757 

206 

1.0e-16 

53 



9151 



% identity 

NCBI Description 



72 

cynarase - cardoon 



Seq. No. 


55241 


Seq. ID 


zzp700834014.hl 




RT.A^TX 


NPRT 


a3785995 


DT 7\OT a s>r\ra 
DLriOi oC.OI.t3 


^40 
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NPRT DpQpri nfi nn 


( APOO I S4 < 5Ql unknown nrotein TArabidorjsis thalianal 


Seq. No. 


55242 


Seq. ID 


zzp700834083.hl 




RLASTX 

XJ XJ.fl.vJ X 2\ 


NPRT GT 


al773014 




9Q8 


E value 


2.0e-27 


Mafph 1 oti pit - Vi 

I XCL L Oil J.CUlLjL.11 


78 




74 


NPRT np<;pr H ni~ "i nn 


fYlfn^fi} rhlnridp rhannpl St/cld fSolanum tuberosuml 


Seq. No. 


55243 


Seq. ID 


zzp700834088.hl 


lxietnou. 


OlxriO 1 A 


NPRT CT 




dJjjB.o i score 


070 


E value 




Match length 


7 c; 


% identity 


Do 


UcbCIipUlOu 


^T l: ;Ci9'^^^ nnVnnwn r^TmpphnporpiiQ PPP7Q491 
tuj 7^ jj j Liiiiviivjvvii j_ oy iicoiiuuuoLUo r^v / jt^. j 


Seq. No. 


55244 


Seq. ID 


zzp700834092.hl 


lit; LllUU 


RT.A^TTtf 

DJUH.O 1 IN 


NPRT CI 


V-j -L ^- -J f VOX 


Dj_irio ± score 


7^ 


ft 1 ua 1 no 


4 Op-^? 


\A 3 +- /"t n 1 ci /T"i~ r~i 
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Seq. ID 


zzp700834167.hl 


Method 


BLASTX 






diiHoi score 


^7 7. 


E value 


o . ue-oc 


Match length 


80 


% identity 


84 


NCBI Description 


(AC007087) putative copper methyl amine oxidase [Arabidopj 




thaliana] 


Seq. No. 


55246 


Seq. ID 


zzp700834171.hl 


Method 


BLASTX 



9152 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4049353 
239 

1.0e-20 

80 
51 

(AL034567) putative protein [Arabidopsis thaliana] 



55247 

zzp700834192.hl 

BLASTX 

g2129953 

195 

2.0e-15 

47 

72 

laccase (EC 1.10, 
diphenol oxidase 



3.2) - common tobacco >gi 
[Nicotiana tabacum] 



1685087 (U43542) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



55248 

zzp700834194.hl 

BLASTX 

g2961085 

320 

4.0e-30 

73 

79 

(AF037228) transcription factor [Arabidopsis thaliana] 



55249 

zzp700834220.hl 

BLASTX 

g3559816 

343 

1.0e-32 

82 

78 

(Y15782) transketolase 



2 [Capsicum annuum] 



55250 

zzp700834245.hl 
BLASTN 
g296444 
260 

1.0e-144 

260 
100 

NCBI Description G.max ADR6 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55251 

zzp700834257.hl 

BLASTN 

gl370200 

60 

3.0e-25 

92 

91 

L.japonicus mRNA 



for small GTP-binding protein, RAC2 



9153 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55252 

zzp700834262.hl 

BLASTN 

g3318610 

79 

1.0e-36 

143 

100 

Glycine max mRNA for mitochondrial phosphate transporter, 
complete cds 

55253 

zzp700834294.hl 

BLASTN 

gll42620 

94 

1.0e-45 

142 
92 

Phaseolus vulgaris phaseolin G-box binding protein PG2 
(PG2) mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55254 

zzp700834305.hl 

BLASTX 

g4406825 

241 

8.0e-21 

67 

69 

(AC006201) putative ATM-like protein, 3' 
[Arabidopsis thaliana] 



partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55255 

zzp700834321.hl 

BLASTX 

g2660670 

149 

2.0e-13 

87 

47 

(AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55256 

zzp700834406.hl 

BLASTN 

g534971 

64 

4.0e-28 

100 

91 

V.faba (var. minor) mRNA for alpha 1,4-glucan phosphorylase 
L isoform 



Seq. No. 



55257 



9154 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zzp700834409.hl 

BLASTX 

g2347188 

156 

6.0e-ll 

43 
67 

(AC002338) laccase isolog [Arabidopsis thaliana] 
>gi_3150401 (AC004165) putative laccase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55258 

zzp700834432.hl 

BLASTX 

gl706082 

225 

5.0e-19 

55 
71 

SERINE CARBOXY PEPTIDASE II-3 PRECURSOR (CP-MII.3) 

>gi_629787_pir S44191 serine-type carboxypeptidase (EC 

3.4.16.1) II-3 - barley >gi_619350_bbs_153536 
CP-MII.3=serine carboxypeptidase [Hordeum vulgare=barley, 
cv. Alexis, aleurone, Peptide, 516 aa] 

>gi_474392_emb_CAA55478_ (X78877) serine carboxylase II-3 
[Hordeum vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55259 

zzp700834445.hl 

BLASTX 

gl706082 

143 

2.0e-09 

33 

76 

SERINE CARBOXYPEPTIDASE II-3 PRECURSOR (CP-MII.3) 

>gi_629787_pir S44191 serine-type carboxypeptidase (EC 

3.4.16.1) II-3 - barley >gi_619350_bbs_153536 

CP-MI I . 3=serine carboxypeptidase [Hordeum vulgare=barley, 

cv. Alexis, aleurone, Peptide, 516 aa] 

>gi_474392_emb_CAA55478_ (X78877) serine carboxylase II-3 
[Hordeum vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55260 

zzp700834457.hl 

BLASTN 

g975887 

55 

9.0e-23 

99 

89 

Mesembryanthemum crystallinum myo-inositol-l-phosphate 
synthase mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



55261 

zzp700834461.hl 
BLASTX 



9155 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2501056 
171 

1.0e-12 

33 

91 

SERYL-TRNA SYNTHETASE (SERINE — TRNA LIGASE) (SERRS) 

>gi_2129737_pir S71293 seryl-tRNA synthetase - Arabidopsis 

thaliana >gi_1359497_emb_CAA94 388_ (Z70313) seryl-tRNA 
Synthetase [Arabidopsis thaliana] 

55262 

zzp700834464.hl 

BLASTX 

gl706082 

143 

2.0e-09 

33 

76 

SERINE CARBOXYPEPTIDASE II-3 PRECURSOR (CP-MII.3) 

>gi_629787_pir S44191 serine-type carboxypeptidase (EC 

3.4.16.1) II-3 - barley >gi_61 935 0_bbs_l 53536 
CP-MII.3-serine carboxypeptidase [Hordeum vulgare=barley, 
cv. Alexis,, aleurone, Peptide, 516 aa] 

>gi_474392_emb_CAA55478__ (X78877) serine carboxylase II-3 
[Hordeum vulgare] 

55263 

zzp700834507.hl 

BLASTX 

g4323240 

260 

6.0e-23 

75 

63 

(AF098972) phosphatidylinositol 3-kinase TORI 
[Filobasidiella neoformans] 

55264 

zzp700834538.hl 

BLASTX 

g4572671 

276 

7.0e-25 

80 

65 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

55265 

zzp700834555.hl 

BLASTX 

g3885339 

155 

1.0e-10 

79 

39 

(AC005623) putative bzip protein [Arabidopsis thaliana] 



9156 



Seq. No. 55266 

Seq. ID zzp700834575.hl 

Method BLASTN 

NCBI GI g667048 

BLAST score 57 

E value 2.0e-23 

Match length 97 

% identity 90 

NCBI Description P. vulgaris mRNA for protein phosphatase 1 (PP1) 

Seq. No. 55267 

Seq. ID zzp700834621.hl 

Method BLASTX 

NCBI GI gl931641 

BLAST score 219 

E value 3.0e-18 

Match length 71 

% identity 63 

NCBI Description (U95973) unknown protein [Arabidopsis thaliana] 

Seq. No. 55268 

Seq. ID zzp700834626.hl 

Method BLASTX 

NCBI GI g2842482 

BLAST score 301 

E value 7.0e-28 

Match length 81 

% identity 72 

NCBI Description (AL021749) protein phosphatase 2C-like protein [Arabidopsis 
thaliana] 

Seq. No. 55269 

Seq. ID zzp700834646.hl 

Method BLASTX 

NCBI GI g2224911 

BLAST score 169 

E value 1.0e-12 

Match length 54 

% identity 76 

NCBI Description (U93048) somatic embryogenesis receptor-like kinase [Daucus 
carota] 

Seq. No. 55270 

Seq. ID zzp700834647.hl 

Method BLASTX 

NCBI GI g4115534 

BLAST score 239 

E value 1.0e-20 

Match length 7 9 

% identity 58 

NCBI Description (AB012114) UDP-glycose: f lavonoid glycosyltransf erase [Vigna 
mungo] 

Seq. No. 55271 

Seq. ID zzp700834672.hl 

Method BLASTN 



9157 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl663536 
46 

6.0e-17 

46 

100 

Glycine max clone RLG1 disease resistance protein homolog 
gene, partial cds 

55272 

zzp700834727.hl 

BLASTX 

g3687225 

295 

4.0e-27 

81 

65 

(AC005169) hypothetical protein [Arabidopsis thaliana] 
55273 

zzp700834735.hl 

BLASTX 

g4191744 

181 

1.0e-13 

41 

88 

(L81172) importin alpha homolog [Arabidopsis thaliana] 
55274 

zzp700834821.hl 

BLASTN 

g609224 

57 

2.0e-23 

137 

86 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



55275 

zzp700834861.hl 

BLASTN 

gll43318 

52 

1.0e-20 

52 

100 

Glycine max biotin carboxyl carrier protein precursor 
(accB-1) mRNA, complete cds 

55276 

zzp700834907.hl 

BLASTN 

g2317899 

58 

4.0e-24 



9158 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 
100 

Glycine max Sali3-2 mRNA, complete cds 
55277 

zzp700834955.hl 

BLASTX 

g3335351 

221 

2.0e-18 

60 

13 

(AC004512) Similar to ERECTA receptor protein kinase 
gb_D83257 from A. thaliana. ESTs gb__T41629 and gb_AA586072 
come from this gene. [Arabidopsis thaliana] 

55278 

zzp700834965.hl 

BLASTN 

g829118 

105 

4.0e-52 

205 

88 

P. vulgaris gene for cyclophilin 
55279 

zzp700834981.hl 

BLASTX 

g2244970 

144 

2.0e-09 

53 

53 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi_2326365_emb_CAA74765_ (Y14423) putative cell wall 
protein [Arabidopsis thaliana] 

55280 

zzp700835043.hl 

BLASTX 

g4056478 

308 

1.0e-28 

87 

76 

(AC005896) unknown protein [Arabidopsis thaliana] 
55281 

zzp700835104.hl 

BLASTX 

g3785980 

231 

1.0e-19 

84 

50 

(AC005560) hypothetical protein [Arabidopsis thaliana] 



9159 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55282 

zzp700835130.hl 

BLASTN 

g3510337 

40 

2.0e-13 

80 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19E20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55283 

zzp700835134.hl 

BLASTX 

g3935178 

178 

2.0e-15 

62 
61 

(AC004557) F17L21.21 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55284 

zzp700835168.hl 

BLASTX 

g4204294 

271 

3.0e-24 

71 

73 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 


55285 


Seq. ID 


zzp700835209.hl 


Method 


BLASTX 


NCBI GI 


gl655637 


BLAST score 


277 


E value 


6.0e-25 


Match length 


60 


% identity 


78 


NCBI Description 


(254179) orf [Mus musculus] 


Seq. No. 


55286 


Seq. ID 


zzp700835226.hl 


Method 


BLASTX 


NCBI GI 


g3892058 


BLAST score 


183 


E value 


6.0e-14 


Match length 


43 


% identity 


72 


NCBI Description 


(AC002330) putative glutamat 




[Arabidopsis thaliana] 


Seq. No. 


55287 


Seq. ID 


zzp700835230.hl 


Method 


BLASTX 



9160 



NCBI GI g2289003 

BLAST score 269 

E value 5.0e-24 

Match length 75 

% identity 69 

NCBI Description (AC002335) membrane transporter Dl isolog [Arabidopsis 
thaliana] 

Seq. No. 55288 

Seq. ID zzp700835242.hl 

Method BLASTX 

NCBI GI g!843628 

BLAST score 192 

E value 5.0e-15 

Match length 4 6 

% identity 4 9 

NCBI Description (U88061) SNF5 homolog BSH [Arabidopsis thaliana] 

Seq. No. 55289 

Seq. ID zzp700835273.hl 

Method BLASTX 

NCBI GI g3033397 

BLAST score 14 2 

E value 3.0e-09 

Match length 27 

% identity 93 

NCBI Description (AC004238) unknown protein [Arabidopsis thaliana] 

Seq. No. 55290 

Seq. ID zzp700835380.hl 

Method BLASTN 

NCBI GI g20412 

BLAST score 81 

E value 7.0e-38 

Match length 161 

% identity 88 

NCBI Description P.amygdalus mRNA for alpha-tubulin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55291 

zzp700835422.hl 

BLASTN 

g2765818 

37 

1.0e-ll 

49 

94 

O.sativa OsMlo-hl gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55292 

zzp700835433.hl 

BLASTN 

g938299 

33 

3.0e-09 

61 

89 

V.ungiculata mRNA for unknown protein (A3 gene) 



9161 




Seq. No. 55293 

Seq. ID zzp700835469.hl 

Method BLASTX 

NCBI GI g4100325 

BLAST score 121 

E value 6.0e-09 

Match length 45 

% identity 69 

NCBI Description (U96736) SL-TPS/P [Selaginella lepidophylla] 

Seq. No. 55294 

Seq. ID zzp700835470.hl 

Method BLASTX 

NCBI GI g3953603 

BLAST score 172 

E value 1.0e-12 

Match length 4 6 

% identity 83 

NCBI Description (AB008490) response regulator 7 [Arabidopsis thaliana] 

Seq. No. 55295 

Seq. ID zzp700835505.hl 

Method BLASTX 

NCBI GI g4538961 

BLAST score 299 

E value 1.0e-27 

Match length 81 

% identity 67 

NCBI Description (AL049488) isoleucine-tRNA ligase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55296 

zzp700835508.hl 

BLASTX 

g3687234 

172 

1.0e-12 

64 

55 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55297 

zzp700835527.hl 

BLASTX 

g3242715 

204 

1.0e-16 

76 
58 

(AC003040) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 55298 

Seq. ID zzp700835540.hl 

Method BLASTX 

NCBI GI g3953458 
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(AL035396) SRGl-like protein [Arabidopsis thaliana] 
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BLAST score 
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NCBI GI 
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BLAST score 
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OC^ • J-Lf 


zzr>700835613 hi 


Method. 


DT ZiQTY 


NORT GI 


g4544445 


BLAST score 


290 


E value 


3.0e-28 


Match length 


77 


% identity 


83 


NCBI Description 


(AC006592) putative pyrophosphate — fructose 6-phosphate 



1-phosphotransferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55303 

zzp700835631.hl 

BLASTN 

g296444 

239 

1.0e-132 

253 
99 

G.max ADR 6 mRNA 



9163 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55304 

zzp700835637.hl 

BLASTX 

g4455177 

154 

5.0e-14 

82 

55 

(AL035521) putative protein [Arabidopsis thaliana] 
55305 

zzp700835682.hl 

BLASTX 

g3252854 

186 

5.0e-17 

53 

94 

(AF020424) glutamate decarboxylase isozyme 2 [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55306 

zzp700835731.hl 

BLASTX 

g2244876 

231 

4.0e-29 

72 
92 

(Z97338) hypothetical protein [Arabidopsis thaliana] 
55307 

zzp700835734.hl 

BLASTX 

g2191136 

119 

6.0e-14 

87 

59 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T46230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 

55308 

zzp700835739.hl 

BLASTN 

gl6508 

63 

5.0e-27 

131 

87 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077_ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 



Seq. No. 



55309 



9164 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zzp700835786.hl 

BLASTX 

g2894612 

159 

4.0e-ll 

46 
65 

(AL021889) putative protein [Arabidopsis thaliana] 
55310 

zzp700835878.hl 

BLASTX 

g3941480 

200 

1.0e-21 

58 
78 

(AF062894) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55311 

zzp700835927.hl 

BLASTX 

g2335100 

385 

1.0e-37 

84 

83 

(AC002339) unknown protein [Arabidopsis thaliana] 
55312 

zzp700835935.hl 

BLASTX 

g4185499 

253 

4.0e-22 

86 

53 

(AF096095) fertilization-independent seed 2 protein 
[Arabidopsis thaliana] >gi_4185501 (AF096096) 
fertilization-independent seed 2 protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55313 

zzp700835937.hl 

BLASTX 

gl786115 

189 

1.0e-14 

75 
52 

(U85250) phosphoinositide-specific phospholipase C [Vigna 
unguiculata] 



Seq. No. 
Seq. ID 
Method 



55314 

zzp700835938.hl 
BLASTX 



9165 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g4567250 
184 

5.0e-14 

65 
51 

(AC007070) 



hypothetical protein [Arabidopsis thaliana] 



55315 

zzp700835977.hl 

BLASTN 

g515691 

176 

2.0e-94 

176 

100 

Glycine max Forrest beta-tubulin (tubB3) mRNA, partial cds 
55316 

zzp700835992.hl 

BLASTX 

g3096947 

322 

3.0e-30 

82 

72 

(Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 

55317 

zzp700836085.hl 

BLASTX 

g3687243 

199 

5.0e-16 

46 

83 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 

55318 

zzp700836106.hl 

BLASTX 

g2842482 

148 

8.0e-10 

38 
76 

(AL021749) protein phosphatase 2C-like protein [Arabidopsis 
thaliana] 

55319 

zzp700836217.hl 

BLASTX 

g3135269 

188 

1.0e-14 
74 



9166 



% identity 

NCBI Description 



53 

(AC003058) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 
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Seq. ID 
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(AL035540) putative protein [Arabidopsis thaliana] 
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NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
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-02 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


55397 
51-V4L- 


-01 


-Ql 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


55398 
52-V4R- 


-02 


-Ql 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


55399 
53-V4L- 


-01 


-Ql 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


55400 
55-V4L- 


-01 


-Ql 


-El- 


■F12 


Seq. 
Seq. 


No. 

ID 


55401 
58-V4R- 


-02 


-Ql 


-El- 


-G10 


Seq. 
Seq. 


No. 

ID 


55402 
63-V4L- 


-01 


-Ql 


-El- 


-H12 


Seq. 
Seq. 


No. 
ID 


55403 
6HA-01 


-Ql 


-Bl 


-All 



9171 




Seq. 
Seq. 


No. 
ID 


55404 
6HA-01- 


-Ql- 


-Bl- 


-A2 


Seq. 
Seq. 


No. 
ID 


55405 
6HA-01- 


-Ql- 


■Bl- 


-B4 


Seq. 
Seq. 


No. 

ID 


55406 
6HA-01- 


-Ql- 


-Bl- 


-C2 


Seq. 
Seq. 


No. 

ID 


55407 
6HA-01- 


-Ql- 


-Bl- 


-C8 


Seq. 
Seq. 


No. 

ID 


55408 
6HA-01- 


-Ql- 


-Bl- 


-D10 


Seq. 
Seq. 


No. 

ID 


55409 
6HA-01- 


-Ql- 


-Bl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


55410 
6HA-01- 


-Ql- 


-Bl- 


-F10 


Seq. 
Seq. 


No. 
ID 


55411 
6HA-01- 


-Ql- 


-Bl- 


-F12 


Seq. 
Seq. 


No. 

ID 


55412 
6HA-01- 


-Ql- 


-Bl- 


-H4 


Seq. 
Seq. 


No. 

ID 


55413 
6HA-01- 


-Ql- 


-Bl- 


-H6 


Seq. 
Seq. 


No. 

ID 


55414 
6HA-01- 


-Ql- 


-Bl 


-H9 


Seq. 
Seq. 


No. 

ID 


55415 
6HA-01 


-Ql- 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


55416 
6HA-01 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


55417 
6HA-01 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


55418 
6HA-01 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


55419 
6HA-01 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


55420 
6HA-01 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


55421 
6HA-01 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 
ID 


55422 
6HA-01 


-Ql 


-El 


-Cll 



9172 



Seq. 
Seq. 


No. 
ID 


55423 
6HA-01- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


55424 
6HA-01- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


55425 
6HA-01- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


55426 
6HA-01- 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


55427 
6HA-01- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


55428 
6HA-01- 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


No. 

ID 


55429 
6HA-01- 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 

ID 


55430 
6HA-01- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 
ID 


55431 
6HA-01- 


-Ql- 


-El' 


-E8 


Seq. 
Seq. 


No. 
ID 


55432 
6HA-01- 


-Ql- 


-El' 


-Fl 


Seq. 
Seq. 


No. 
ID 


55433 
6HA-01- 


-Ql- 


-El 


-Fll 


Seq. 
Seq. 


No. 

ID 


55434 
6HA-01- 


-Ql' 


-El 


-F2 


Seq. 
Seq. 


No. 
ID 


55435 
6HA-01- 


-Ql' 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


55436 
6HA-01 


-Ql' 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


55437 
6HA-01' 


-Ql' 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


55438 
6HA-01- 


-Ql' 


-El 


-G10 


Seq. 
Seq. 


No. 

ID 


55439 
6HA-01 


-Ql 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


55440 
6HA-01 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


55441 
6HA-01 


-Ql 


-El 


-H2 



9173 



Seq. 
Seq. 


No. 

ID 


55442 
6HA-01- 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 

ID 


55443 
6HA-01- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


55444 
6HA-02- 


-Ql- 


-Bl- 


-A7 


Seq. 
Seq. 


No. 

ID 


55445 
6HA-02- 


-Ql- 


-Bl- 


-B7 


Seq. 
Seq. 


No. 

ID 


55446 
6HA-02- 


-Ql- 


-Bl- 


-C4 


Seq. 
Seq. 


No. 

ID 


55447 
6HA-02- 


-Ql- 


-Bl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


55448 
6HA-02- 


-Ql- 


-Bl- 


-D7 


Seq. 
Seq. 


No. 

ID 


55449 
6HA-02- 


-Ql- 


-Bl- 


-El 


Seq. 
Seq. 


No. 

ID 


55450 
6HA-02- 


-Ql- 


-Bl- 


-F8 


Seq. 
Seq. 


No. 
ID 


55451 
6HA-02- 


-Ql- 


-Bl- 


-G10 


Seq. 
Seq. 


No. 
ID 


55452 
6HA-02- 


-Ql- 


-Bl- 


-H7 


Seq. 
Seq. 


No. 

ID 


55453 
6 HA- 02 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


55454 
6HA-02- 


-Ql- 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


55455 
6HA-02 


-Ql- 


-El 


-A6 


Seq. 
Seq. 


No. 
ID 


55456 
6 HA- 02 


-Ql- 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


55457 
6HA-02 


-Ql- 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


55458 
6 HA- 02 


-Ql- 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


55459 
6HA-02 


-Ql- 


-El 


-B8 


Seq. 
Seq. 


No. 

ID 


55460 
6 HA- 02 


-Ql- 


-El 


-C10 



9174 



Seq. 
Seq. 


No. 

ID 


55461 
6HA-02- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 
ID 


55462 
6HA-02- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


55463 
6HA-02- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 

ID 


55464 
6HA-02- 


-Ql- 


-El- 


-D3 


Seq. 
Seq. 


No. 

ID 


55465 
6HA-02- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


55466 
6HA-02- 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 
ID 


55467 
6HA-02- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 
ID 


55468 
6HA-02- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


55469 
6HA-02- 


-Ql- 


-El- 


-E9 


Seq. 
Seq. 


No. 

ID 


55470 
6HA-02- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


55471 
6HA-02- 


-Ql- 


-El- 


-Fll 


Seq. 
Seq. 


No. 

ID 


55472 
6HA-02 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


55473 
6HA-02 


-Ql' 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


55474 
6HA-02 


-Ql 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


55475 
6HA-02 


-Ql 


-El- 


-F9 


Seq. 
Seq. 


No. 
ID 


55476 
6HA-02 


-Ql 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


55477 
6HA-02 


-Ql' 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


55478 
6HC-01 


-Ql' 


-Bl- 


-Al 


Seq. 
Seq. 


No. 

ID 


55479 
6HC-01 


-Ql 


-Bl 


-A10 



9175 



Seq. 
Seq. 


No. 
ID 


55480 
6HC-01- 


-Ql- 


-Bl- 


-A3 


Seq. 
Seq. 


No. 

ID 


55481 
6HC-01- 


-Ql- 


■Bl- 


-A4 


Seq. 
Seq. 


No. 

ID 


55482 
6HC-01- 


-Ql- 


-Bl- 


-A5 


Seq. 
Seq. 


No. 

ID 


55483 
6HC-01- 


-Ql- 


-Bl- 


-A7 


Seq. 
Seq. 


No. 

ID 


55484 
6HC-01- 


-Ql" 


-Bl- 


-A8 


Seq. 
Seq. 


No. 

ID 


55485 
6HC-01- 


-Ql- 


-Bl- 


-B5 


Seq. 
Seq. 


No. 
ID 


55486 
6HC-01- 


-Ql- 


-Bl" 


-B9 


Seq. 
Seq. 


No. 

ID 


55487 
6HC-01- 


-Ql- 


-Bl- 


-C3 


Seq. 
Seq. 


No. 

ID 


55488 
6HC-01- 


-Ql- 


-Bl- 


-C6 


Seq. 
Seq. 


No. 

ID 


55489 
6HC-01- 


-Ql- 


-Bl- 


-D6 


Seq. 
Seq. 


No. 
ID 


55490 
6HC-01- 


-Ql- 


-Bl- 


-El 


Seq. 
Seq. 


No. 
ID 


55491 
6HC-01- 


-Ql- 


-Bl- 


-E12 


Seq. 
Seq. 


No. 

ID 


55492 
6HC-01- 


-Ql- 


-Bl- 


-HI 


Seq. 
Seq. 


No. 

ID 


55493 
6HC-01- 


-Ql- 


-Bl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


55494 
6HC-01- 


-Ql- 


-Bl- 


-H12 


Seq. 
Seq. 


No. 

ID 


55495 
6HC-01- 


-Ql- 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


55496 
6HC-01- 


-Ql- 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


55497 
6HC-01- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 
ID 


55498 
6HC-01- 


-Ql 


-El 


-BIO 



9176 



Seq. 


No. 


55499 








Seq. 


ID 


6HC-01- 


-Ql- 


-El- 


-B3 


Seq. 


No. 


55500 








Seq. 


ID 


6HC-01- 


-Ql- 


-El- 


-B6 


Seq. 


No. 


55501 








Seq. 


ID 


6HC-01- 


-Ql- 


-El- 


-B8 


Seq. 


No. 


55502 








Seq. 


ID 


6HC-01- 


-Ql- 


-El- 


-C2 


Seq. 


No. 


55503 








Seq. 


ID 


6HC-01- 


-Ql- 


-El- 


-C3 


Seq. 


No. 


55504 








Seq . 


ID 


6HC-01- 


-01- 


-El- 


-C5 


Seq. 


No. 


55505 








Seq. 


ID 


6HC-01- 


-Ql- 


-El- 


-C6 


Seq. 


No. 


55506 








Seq. 


ID 


6HC-01- 


-01- 


-El- 


-C7 


Seq. 


No. 


55507 








Seq. 


ID 


6HC-01- 


-01- 


-El- 


-D6 


Seq. 


No. 


55508 








Seq. 


ID 


6HC-01- 


-01- 


-El- 


-D8 


Seq. 


No. 


55509 








Seq. 


ID 


6HC-01- 


-Ql- 


-El- 


-El 


Seq. 


No. 


55510 








Seq. 


ID 


6HC-01- 


-01' 


-El' 


-E3 


Seq. 


No. 


55511 








Seq. 


ID 


6HC-01- 


-01- 


-El' 


-E4 


Seq. 


No. 


55512 








Seq. 


ID 


6HC-01- 


-Ql 


-El' 


-E8 


Seq. 


No. 


55513 








Seq. 


ID 


6HC-01- 


-01 


-El' 


-F10 


Seq. 


No. 


55514 








Seq. 


ID 


6HC-01- 


-01 


-El 


-F2 


Seq. 


NO. 


55515 








Seq. 


ID 


6HC-01- 


-01 


-El 


-G7 


Seq. 


No. 


55516 








Seq. 


ID 


6HC-01- 


-Ql 


-El 


-G8 


Seq. 


No. 


55517 








Seq. 


ID 


6HC-01 


-Ql 


-El 


-H12 



9177 



Seq. 


No. 


Seq. 


ID 


Seq, 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq . 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq . 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq . 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 



55518 

6HC-02-Q1-B1-A11 
55519 

6HC-02-Q1-B1-A6 
55520 

6HC-02-Q1-B1-B10 
55521 

6HC-02-Q1-B1-B12 
55522 

6HC-02-Q1-B1-C10 
55523 

6HC-02-Q1-B1-C3 
55524 

6HC-02-Q1-B1-C6 
55525 

6HC-02-Q1-B1-D10 
55526 

6HC-02-Q1-B1-D11 
55527 

6HC-02-Q1-B1-D2 
55528 

6HC-02-Q1-B1-D3 
55529 

6HC-02-Q1-B1-F10 
55530 

6HC-02-Q1-B1-G7 
55531 

6HC-02-Q1-B1-H1 
55532 

6HC-02-Q1-B1-H12 
55533 

6HC-02-Q1-B1-H3 
55534 

6HC-02-Q1-B1-H5 
55535 

6HC-02-Q1-B1-H7 
55536 

6HC-02-Q1-E1-A4 



Seq. 
Seq. 


No. 

ID 


55537 

6HC-02-Q1-E1-A5 






Seq. 
Seq. 


No. 
ID 


55538 

6HC-02-Q1-E1-B3 






Seq. 
Seq. 


No. 
ID 


55539 

6HC-02-Q1-E1-B6 






Seq. 
Seq. 


No. 
ID 


55540 

6HC-02-Q1-E1-B8 






Seq. 
Seq. 


No. 
ID 


55541 

6HC-02-Q1-E1-C3 






Seq. 
Seq. 


No. 

ID 


55542 

6HC-02-Q1-E1-C4 






Seq. 
Seq. 


No. 
ID 


55543 

6HC-02-Q1-E1-D2 






Seq. 
Seq. 


No. 
ID 


55544 

6HC-02-Q1-E1-D4 






Seq. 
Seq. 


No. 

ID 


55545 

6HC-02-Q1-E1-E2 






Seq. 
Seq. 


No. 

ID 


55546 

6HC-02-Q1-E1-F6 






Seq. 
Seq. 


No. 

ID 


55547 

6HC-02-Q1-E1-G1 






Seq. 
Seq. 


No. 

ID 


55548 

6HC-02-Q1-E1-G2 






Seq. 
Seq. 


No. 
ID 


55549 

6HC-02-Q1-E1-H4 






Seq. 
Seq. 


No. 

ID 


55550 

6HC-02-Q1-E1-H7 






Seq. 
Seq. 


No. 

ID 


55551 

ASG32442DA-01-Q1- 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


55552 

ASG32442DA-01-Q1- 


-El- 


-A4 


Seq. 
Seq. 


No. 

ID 


55553 

ASG32442DA-01-Q1- 


-El- 


-BIO 


Seq. 
Seq. 


No. 

ID 


55554 

ASG32442DA-01-Q1- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


55555 

ASG32442DA-01-Q1- 


-El- 


-B4 



9179 



Seq. 
Seq. 


No. 

ID 


55556 

ASG32442DA- 


01- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 

ID 


55557 

ASG32442DA- 


01- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


55558 

ASG32442DA- 


01- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


55559 

ASG32442DA- 


■01- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


55560 

ASG32442DA- 


■01- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 
ID 


55561 

ASG32442DA- 


■01- 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 
ID 


55562 

ASG32442DA- 


■01- 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


55563 

ASG32442DA- 


■01- 


-Ql- 


-El- 


-D4 


Seq. 
Seq. 


No. 
ID 


55564 

ASG32442DA- 


■01- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


55565 

ASG32442DA- 


-01- 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


55566 

ASG32442DA- 


■01- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


55567 

ASG32442DA- 


■01- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID / 


55568 

ASG32442DA- 


■01- 


-Ql- 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


55569 

ASG32442DA- 


•01 


-Ql- 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


55570 

ASG32442DA- 


■01- 


-Ql- 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


55571 

ASG32442DA- 


■01- 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


55572 

ASG32442DA- 


■01- 


-Ql- 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


55573 

ASG32442DA- 


•01- 


-Ql- 


-El 


-G10 


Seq. 
Seq. 


No. 

ID 


55574 

ASG32442DA- 


■01- 


-Ql- 


-El 


-Gil 



9180 



Seq. 
Seq. 


No. 
ID 


55575 

ASG32442DA- 


01- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 
ID 


55576 

ASG32442DA- 


01- 


-Ql- 


-El- 


•G5 


Seq. 
Seq. 


No. 
ID 


55577 

ASG32442DA- 


01- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 
ID 


55578 

ASG32442DA- 


01- 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 

ID 


55579 

ASG32442DA- 


■01- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


55580 

ASG324 42DA- 


■01- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


55581 

ASG32442DA- 


■01- 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 

ID 


55582 

ASG32442DA- 


■01- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 
ID 


55583 

ASG32442DA- 


-01- 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 
ID 


55584 

ASG32442DA- 


-02- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 
ID 


55585 

ASG324 42DA- 


-02- 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


55586 

ASG32442DA- 


-02- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


55587 

ASG32442DA- 


-02- 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 
ID 


55588 

ASG32442DA- 


-02 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


55589 

ASG32442DA- 


-02 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 

ID 


55590 

ASG32442DA- 


-02 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 
ID 


55591 

ASG32442DA- 


-02 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


55592 

ASG32442DA- 


-02 


-Ql- 


-El' 


-C2 


Seq. 
Seq. 


No. 

ID 


55593 

ASG32442DA- 


-02 


-Ql- 


-El 


-C4 



9181 



Seq. 
Seq. 


No. 

ID 


55594 

ASG32442DA- 


02- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 

ID 


55595 

ASG32442DA- 


02- 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 
ID 


55596 

ASG324 42DA- 


02- 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 

ID 


55597 

ASG32442DA- 


02- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


55598 

ASG32442DA- 


02- 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


55599 

ASG32442DA- 


02- 


-Ql- 


-El- 


-E9 


Seq. 
Seq. 


No. 

ID 


55600 

ASG32442DA- 


02- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


55601 

ASG32442DA- 


■02- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


55602 

ASG32442DA- 


■02- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


55603 

ASG32442DA- 


■02- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


55604 

ASG32442DA- 


■02 


-Ql 


-El- 


-HI 


Seq. 
Seq. 


No. 
ID 


55605 

ASG32442DA- 


■02- 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 
ID 


55606 

ASG32442DA- 


■02 


-Ql- 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


55607 

ASG32442DA- 


■02 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


55608 

ASG32442DA- 


■02 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


55609 

ASG3244V4L- 


•01 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


55610 

ASG3244V4L- 


■01 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


55611 

ASG3244V4L- 


■01 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


55612 

ASG3244V4L- 


■01 


-Ql 


-El 


-C8 



9182 




Seq. 
Seq. 


No. 

ID 


55613 

ASG3244V4L- 


01- 


-Ql- 


-El- 


Dl 


Seq. 
Seq. 


No. 

ID 


55614 

ASG3244V4L- 


01- 


-Ql- 


-El- 


D7 


Seq. 
Seq. 


No. 

ID 


55615 

ASG3244V4L- 


01- 


-Ql- 


-El- 


F3 


Seq. 
Seq. 


No. 

ID 


55616 

ASG324 4V4L- 


01- 


-Ql- 


-El- 


F4 


Seq. 
Seq. 


No. 

ID 


55617 

ASG3244V4L- 


01- 


-Ql- 


-El- 


F6 


Seq. 
Seq. 


No. 
ID 


55618 

ASG3244V4L- 


■01- 


-Ql- 


-El- 


F8 


Seq. 
Seq. 


No. 
ID 


55619 

ASG3244V4L- 


■01- 


-Ql- 


-El- 


■G7 


Seq. 
Seq. 


No. 

ID 


55620 

ASG324 4V4L- 


■01- 


-Ql- 


-El- 


•H3 


Seq. 
Seq. 


No. 

ID 


55621 

ASG3244V4L- 


■01- 


-Ql- 


-El- 


■H6 


Seq. 
Seq. 


No. 

ID 


55622 

ASG3244V4R- 


-02- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


55623 

ASG3244V4R- 


-02- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 

ID 


55624 

ASG3244V4R- 


-02- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


55625 

ASG324 4V4R- 


-02 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 

ID 


55626 

ASG3244V4R- 


-02 


-Ql 


-El- 


-D3 


Seq. 
Seq. 


No. 

ID 


55627 

ASG3244V4R- 


-02 


-Ql 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


55628 

ASG3244V4R- 


-02 


-Ql 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


55629 

ASG3244V4R- 


-02 


-Ql 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


55630 

ASG3244V4R- 


-02 


-Ql 


-El- 


-F2 


Seq. 
Seq. 


No. 
ID 


55631 

ASG3244V4R- 


-02 


-Ql 


-El- 


-F4 



9183 



Seq. 


No. 


55632 


Seq. 


ID 


ASG3244V4R-02-Q1-E1-F5 


Seq. 


No. 


55633 


Seq . 


ID 


ASG3244V4R-02-Q1-E1-H1 


Seq. 


No. 


55634 


Seq* 


ID 


ASG3244V4R-02-Q1-E1-H4 


Seq. 


No. 


55635 


Qprr 


ID 


ASG3244V4R-02-O1-E1-H6 


Seq. 


No. 


55636 


Seq . 


ID 


LIB3027-001-O1-B1-A12 

J— 1 J- ±J \J £*+ 1 \J \y -X- ^£ -X. J— ^ -1- * 1J» 


Seq. 


No. 


55637 


Seq . 


ID 


LIB3027-001-Q1-B1-A9 


Seq. 


No. 


55638 


Seq. 


ID 


LIB3027-001-Q1-B1-B3 


Seq. 


No. 


55639 




ID 


LIB3027-001-O1-B1-C10 


Seq. 


No. 


55640 




TD 


LIB3027-001-O1-B1-C11 


Seq. 


No. 


55641 




ID 


LIB3027-001-O1-B1-C6 


Seq. 


No. 


55642 


Seq . 


ID 


LIB3027-001-Q1-B1-C7 


Seq. 


No. 


55643 


OC^ a 


TO 


LIB3027-001-O1-B1-E9 

XJ -LiJ Jut. / v v i. St- 1 - ■U -J- i-i 


Seq. 


NO. 


55644 




ID 


LIB3027-001-O1-B1-F10 


Seq. 


No. 


55645 


Seq. 


ID 


LIB3027-001-O1-B1-F12 

J_J J- X— ' v / v V> -X. ^/ -L. X-/ J- X, J_ <£-rf 


Seq. 


No. 


55646 




ID 


LIB3027-001-O1-B1-F2 


Seq. 


No. 


55647 


OCvj • 


x u 


T.TR30?7-001 -01 -Rl -F4 

JjlvJUti i U v X V^v J- OX J. Tt 


Seq. 


No. 


55648 


Seq. 


ID 


LIB3027-001-O1-B1-F6 


Seq. 


No. 


55649 


Seq. 


ID 


LIB3027-001-Q1-B1-G11 


Seq. 


No. 


55650 


Seq. 


ID 


LIB3027-001-Q1-B1-G9 



9184 



Seq. 
Seq. 


No. 

ID 


55651 
LIB3027- 


-001- 


-Ql- 


-Bl- 


-H5 


Seq. 
Seq. 


No. 

ID 


55652 
LIB3027- 


-002- 


-Ql- 


-Bl- 


-Al 


Seq. 
Seq. 


No. 

ID 


55653 
LIB3027- 


-002- 


-Ql- 


-Bl- 


-A2 


Seq. 
Seq. 


No. 

ID 


55654 
LIB3027- 


-002- 


-Ql- 


-Bl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


55655 
LIB3027- 


-002- 


-Ql- 


-Bl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


55656 
LIB3027- 


-002- 


-Ql- 


-Bl- 


-B6 


Seq. 
Seq. 


No. 

ID 


55657 
LIB3027- 


-002- 


-Ql- 


-Bl- 


-B9 


Seq. 
Seq. 


No. 
ID 


55658 
LIB3027' 


-002- 


-Ql- 


-Bl- 


-Cll 


Seq. 
Seq. 


No. 
ID 


55659 
LIB3027 


-002- 


-Ql- 


-Bl- 


-C2 


Seq. 
Seq. 


No. 

ID 


55660 
LIB3027 


-002- 


-Ql- 


-Bl- 


-C9 


Seq. 
Seq. 


No. 

ID 


55661 
LIB3027 


-002- 


-Ql- 


-Bl- 


-D3 


Seq. 
Seq. 


No. 
ID 


55662 
LIB3027 


-002- 


-Ql- 


-Bl- 


-D8 


Seq. 
Seq. 


No. 

ID 


55663 
LIB3027 


-002' 


-Ql- 


-Bl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


55664 
LIB3027 


-002 


-Ql- 


-Bl- 


-E8 


Seq. 
Seq. 


No. 
ID 


55665 
LIB3027 


-002 


-Ql- 


-Bl 


-F12 


Seq. 
Seq. 


No. 

ID 


55666 
LIB3027 


-002' 


-Ql- 


-Bl 


-Gl 


Seq. 
Seq. 


No. 

ID 


55667 
LIB3027 


-002 


-Ql- 


-Bl- 


-G5 


Seq. 
Seq. 


No. 
ID 


55668 
LIB3027 


-002 


-Ql- 


-Bl 


-H2 


Seq. 
Seq. 


No. 

ID 


55669 
LIB3027 


-002 


-Ql- 


-Bl 


-H3 



9185 



Seq. 
Seq. 


No. 
ID 


55670 
LIB3027- 


002- 


Ql- 


Bl- 


H5 


Seq. 
Seq. 


No. 

ID 


55671 
LIB3027- 


003- 


Ql- 


Bl- 


Al 


Seq. 
Seq. 


No. 

ID 


55672 
LIB3027- 


003- 


Ql- 


Bl- 


A3 


Seq. 
Seq. 


No. 

ID 


55673 
LIB3027- 


■003- 


■Ql- 


Bl- 


B4 


Seq. 
Seq. 


No. 

ID 


55674 
LIB3027- 


-003- 


-Ql- 


■Bl- 


-C4 


Seq. 
Seq. 


No. 

ID 


55675 
LIB3027- 


-003- 


-Ql- 


*B1- 


-D2 


Seq. 
Seq. 


No. 
ID 


55676 
LIB3027- 


-003- 


-Ql- 


-Bl- 


-D9 


Seq. 
Seq. 


No. 

ID 


55677 
LIB3027- 


-003- 


-Ql- 


-Bl- 


-E3 


Seq. 
Seq. 


No. 
ID 


55678 
LIB3027- 


-003- 


-Ql- 


-Bl- 


-F6 


Seq. 
Seq. 


No. 

ID 


55679 
LIB3027- 


-003- 


-Ql- 


-Bl- 


-F7 


Seq. 
Seq. 


No. 
ID 


55680 
LIB3027- 


-003- 


-Ql- 


-Bl- 


-G12 


Seq. 
Seq. 


No. 

ID 


55681 
LIB3027 


-003- 


-Ql- 


-Bl- 


-G3 


Seq, 
Seq. 


No. 

ID 


55682 
LIB3027 


-003 


-Ql- 


-Bl 


-G8 


Seq. 
Seq. 


No. 

ID 


55683 
LIB3027 


-003 


-Ql 


-Bl 


-H9 


Seq. 
Seq. 


No. 

ID 


55684 
LIB3027 


-004 


-Ql 


-Bl 


-B10 


Seq. 
Seq. 


No. 

ID 


55685 
LIB3027 


-004 


-Ql 


-Bl 


-C3 


Seq. 
Seq. 


No. 

ID 


55686 
LIB3027 


-004 


-Ql 


-Bl 


-D2 


Seq. 
Seq. 


No. 
ID 


55687 
LIB3027 


-004 


-Ql 


-Bl 


-Ell 


Seq. 
Seq. 


No. 

ID 


55688 
LIB3027 


-004 


-Ql 


-Bl 


-E7 



Seq. 
Seq. 


No. 

ID 


55689 
LIB3027- 


004-Q1-B1- 


F3 


Seq. 
Seq. 


No. 
ID 


55690 
LIB3027- 


004-Q1-B1- 


F7 


Seq. 
Seq. 


No. 

ID 


55691 
LIB3027- 


004-Q1-B1- 


G10 


Seq. 
Seq. 


No. 

ID 


55692 
LIB3027- 


004-Q1-B1- 


G12 


Seq. 
Seq. 


No. 

ID 


55693 
LIB3027- 


004-Q1-B1- 


G4 


Seq. 
Seq. 


No. 

ID 


55694 
LIB3027- 


■004-Q1-B1- 


•H8 


Seq. 
Seq. 


No. 

ID 


55695 
LIB3027- 


■005-Q1-B1- 


-A3 


Seq. 
Seq. 


No. 

ID 


55696 
LIB3027- 


■005-Q1-B1- 


-B12 


Seq. 
Seq. 


No. 

ID 


55697 
LIB3027- 


-005-Q1-B1- 


-B9 


Seq. 
Seq. 


No. 

ID 


55698 
LIB3027- 


-005-Q1-B1- 


-C6 


Seq. 
Seq. 


No. 

ID 


55699 
LIB3027- 


-005-Q1-B1- 


-D6 


Seq. 
Seq. 


No. 

ID 


55700 
LIB3027- 


-005-Q1-B1- 


-D8 


Seq. 
Seq. 


No. 

ID 


55701 
LIB3027- 


-005-Q1-B1 


-E10 


Seq. 
Seq. 


No. 
ID 


55702 
LIB3027 


-005-Q1-B1 


-E5 


Seq. 
Seq. 


No. 

ID 


55703 
LIB3027 


-005-Q1-B1 


-F12 


Seq. 
Seq. 


No. 

ID 


55704 
LIB3027 


-005-Qi-Bl 


-G2 


Seq. 
Seq. 


No. 

ID 


55705 
LIB3027 


-005-Q1-B1 


-G3 


Seq. 
Seq. 


No. 

ID 


55706 
LIB3027 


-005-Q1-B1 


-G4 


Seq. 
Seq. 


No. 

ID 


55707 
LIB3027 


-005-Q1-B1 


-HI 



9187 




Seq. No. 55708 

Seq. ID LIB3027-005-Q1-B1-H10 

Seq. No. 55709 

Seq. ID LIB3027-005-Q1-B1-H2 

Seq. No. 55710 

Seq. ID LIB3027-005-Q1-B1-H6 

Seq. No. 55711 

Seq. ID LIB3027-005-Q1-B1-H9 

Seq. No. 55712 

Seq. ID LIB3027-006-Q1-B1-A1 

Seq. No. 55713 

Seq. ID LIB3027-006-Q1-B1-A11 

Seq. No. 55714 

Seq. ID LIB3027-006-Q1-B1-A7 

Seq. No. 55715 

Seq. ID LIB3027-006-Q1-B1-A8 

Seq. No. 55716 

Seq. ID LIB3027-006-Q1-B1-B7 

Seq. No. 55717 

Seq. ID LIB3027-006-Q1-B1-C1 

Seq. No. 55718 

Seq. ID LIB3027-006-Q1-B1-C2 

Seq. No. 55719 

Seq. ID LIB3027-006-Q1-B1-C5 

Seq. No. 55720 

Seq. ID LIB3027-006-Q1-B1-E12 

Seq. No. 55721 

Seq. ID LIB3027-006-Q1-B1-E6 

Seq. No. 55722 

Seq. ID LIB3027-006-Q1-B1-G12 
Seq. No. 55723 

Seq. ID LIB3027-006-Q1-B1-H12 

Seq. No. 55724 

Seq. ID LIB3027-007-Q1-B1-B9 

Seq. No. 55725 

Seq. ID LIB3027-007-Q1-B1-C11 

Seq. No. 55726 

Seq. ID LIB3027-007-Q1-B1-C4 



9188 




Seq. 
Seq. 


No. 

ID 


55727 
LIB3027- 


007- 


Ql- 


Bl- 


Dl 


Seq. 
Seq. 


No. 

ID 


55728 
LIB3027- 


007- 


Ql- 


Bl- 


D3 


Seq. 
Seq. 


No. 

ID 


55729 
LIB3027- 


007- 


Ql- 


Bl- 


D6 


Seq. 
Seq. 


No. 

ID 


55730 
LIB3027- 


007- 


-Ql- 


Bl- 


E4 


Seq. 
Seq. 


No. 
ID 


55731 
LIB3027- 


007- 


-Ql- 


■Bl- 


-E5 


Seq. 
Seq. 


No. 

ID 


55732 
LIB3027- 


-007- 


-Ql- 


-Bl- 


-F10 


Seq. 
Seq. 


No. 
ID 


55733 
LIB3027- 


-007- 


-Ql- 


-Bl- 


-G10 


Seq. 
Seq. 


No. 
ID 


55734 
LIB3027- 


-007- 


-Ql- 


■Bl- 


-G8 


Seq. 
Seq. 


No. 

ID 


55735 
LIB3027- 


-007- 


-Ql- 


-Bl- 


-HI 


Seq. 
Seq. 


No. 

ID 


55736 
LIB3027- 


-007- 


-Ql- 


-Bl- 


-H2 


Seq. 
Seq. 


No. 

ID 


55737 
LIB3027- 


-008- 


-Ql- 


-Bl- 


-A6 


Seq. 
Seq. 


No. 

ID 


55738 
LIB3027- 


-008- 


-Ql- 


-Bl- 


-C2 


Seq. 
Seq. 


No. 

ID 


55739 
LIB3027- 


-008 


-Ql- 


-Bl- 


-C4 


Seq. 
Seq. 


No. 

ID 


55740 
LIB3027- 


-008 


-Ql 


-Bl 


-Dl 


Seq. 
Seq. 


No. 

ID 


55741 
LIB3027 


-008 


-Ql 


-Bl 


-D8 


Seq. 
Seq. 


No. 

ID 


55742 
LIB3027 


-008 


-Ql 


-Bl 


-E10 


Seq. 
Seq. 


No. 
ID 


55743 
LIB3027 


-008 


-Ql 


-Bl 


-E5 


Seq. 
Seq. 


No. 

ID 


55744 
LIB3027 


-008 


-Ql 


-Bl 


-Fl 


Seq. 
Seq. 


No. 

ID 


55745 
LIB3027 


-008 


-Ql 


-Bl 


-F3 



9189 




Seq. 
Seq. 


No. 

ID 


55746 
LIB3027- 


008-Q1- 


Bl- 


G3 


Seq. 
Seq. 


No. 

ID 


55747 
LIB3027- 


008-Q1- 


Bl- 


G9 


Seq. 
Seq. 


No. 

ID 


55748 
LIB3027- 


008-Q1- 


Bl- 


H10 


Seq. 
Seq. 


No. 

ID 


55749 
LIB3027- 


008-Q1- 


Bl- 


H2 


Seq. 
Seq. 


No. 

ID 


55750 
LIB3027- 


•009-Q1- 


■Bl- 


•A12 


Seq. 
Seq. 


No. 

ID 


55751 
LIB3027- 


-009-Q1- 


■Bl- 


-A6 


Seq. 
Seq. 


No. 

ID 


55752 
LIB3027- 


-009-Q1- 


■Bl- 


-A9 


Seq. 
Seq. 


No. 

ID 


55753 
LIB3027- 


-009-Q1- 


-Bl- 


-Bl 


Seq. 
Seq. 


No. 
ID 


55754 
LIB3027- 


■009-Q1- 


-Bl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


55755 
LIB3027- 


-009-Q1- 


-Bl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


55756 
LIB3027- 


-009-Q1- 


-Bl- 


-D10 


Seq. 
Seq. 


No. 

ID 


55757 
LIB3027- 


-009-Q1- 


-Bl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


55758 
LIB3027- 


-009-Q1- 


-Bl 


-D2 


Seq. 
Seq. 


No* 
ID 


55759 
LIB3027 


-009-Q1 


-Bl 


-D5 


Seq. 
Seq. 


No. 

ID 


55760 
LIB3027 


-009-Q1 


-Bl 


-D8 


Seq. 
Seq. 


No. 
ID 


55761 
LIB3027 


-009-Q1 


-Bl 


-E2 


Seq. 
Seq. 


No. 

ID 


55762 
LIB3027 


-009-Q1 


-Bl 


-Fl 


Seq. 
Seq. 


No. 

ID 


55763 
LIB3027 


-009-Q1 


-Bl 


-Fll 


Seq. 
Seq. 


No. 

ID 


55764 
LIB3027 


-009-Q1 


-Bl 


-F2 



9190 




Seq. 
Seq. 


No. 

ID 


55765 
LIB3027- 


009-Q1- 


Bl- 


F3 


Seq, 
Seq. 


No. 

ID 


55766 
LIB3027- 


009-Q1- 


Bl- 


F7 


Seq. 
Seq. 


No. 
ID 


55767 
LIB3027- 


009-Q1- 


Bl- 


Gil 


Seq. 
Seq. 


No. 
ID 


55768 
LIB3027- 


009-Q1- 


Bl- 


G2 


Seq. 
Seq. 


No. 

ID 


55769 
LIB3027- 


■009-Q1- 


Bl- 


G5 


Seq. 
Seq. 


No. 

ID 


55770 
LIB3027- 


-009-Q1- 


■Bl- 


■H2 


Seq. 
Seq. 


No. 

ID 


55771 
LIB3027- 


-009-Q1- 


-Bl- 


-H4 


Seq. 
Seq. 


No. 

ID 


55772 
LIB3027- 


-009-Q1- 


■Bl- 


-H8 


Seq. 
Seq. 


No. 

ID 


55773 
LIB3027- 


-010-Q1- 


-Bl- 


-A10 


Seq. 
Seq. 


No. 

ID 


55774 
LIB3027- 
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-Bl 


-E5 


Seq. 
Seq. 


No. 

ID 


55991 
LIB3028 


-015 


-Ql 


-Bl 


-F3 


Seq. 
Seq. 


No. 

ID 


55992 
LIB3028 


-015 


-Ql 


-Bl 


-F8 



9202 




Seq. 
Seq. 


No. 

ID 


55993 
LIB3028- 


-015- 


•Ql- 


-Bl- 


-G3 


Seq. 
Seq. 


No. 

ID 


55994 
LIB3028- 


-015- 


-Ql- 


-Bl- 


-G8 


Seq. 
Seq. 


No. 

ID 


55995 
LIB3028- 


-016- 


-Ql- 


-Bl- 


-A10 


Seq. 
Seq. 


No. 

ID 


55996 
LIB3028- 


-016- 


-Ql- 


-Bl- 


-A4 


Seq. 
Seq. 


No. 
ID 


55997 
LIB3028- 


-016- 


-Ql- 


-Bl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


55998 
LIB3028- 


-016- 


-Ql- 


-Bl- 


-B12 


Seq. 
Seq. 


No. 

ID 


55999 
LIB3028 


-016- 


-Ql- 


-Bl- 


-B4 


Seq. 
Seq. 


No. 

ID 


56000 
LIB3028 


-016- 


-Ql- 


-Bl- 


-B9 


Seq. 
Seq. 


No. 

ID 


56001 
LIB3028 


-016- 


-Ql- 


-Bl- 


-D7 


Seq. 
Seq. 


No. 
ID 


56002 
LIB3028 


-016- 


-Ql- 


-Bl 


-D9 


Seq. 
Seq. 


No. 

ID 


56003 
LIB3028 


-016- 


-Ql- 


-Bl 


-F2 


Seq. 
Seq. 


No. 

ID 


56004 
LIB3028 


-016- 


-Ql 


-Bl 


-G12 


Seq. 
Seq. 


No. 

ID 


56005 
LIB3028 


-016- 


-Ql 


-Bl 


-G3 


Seq. 
Seq. 


No. 

ID 


56006 
LIB3028 


-016- 


-Ql 


-Bl 


-G4 


Seq. 
Seq. 


No. 

ID 


56007 
LIB3028 


-016 


-Ql 


-Bl 


-G6 


Seq. 
Seq. 


No. 

ID 


56008 
LIB3028 


-016 


-Ql 


-Bl 


-G8 


Seq. 
Seq. 


No. 

ID 


56009 
LIB3028 


-016 


-Ql 


-Bl 


-HI 


Seq. 
Seq. 


No. 

ID 


56010 
LIB3028 


-016 


-Ql 


-Bl 


-H10 


Seq. 
Seq. 


No. 

ID 


56011 
LIB3028 


-017 


-Ql 


-Bl 


-B12 



9203 




Seq. 
Seq. 


No. 

ID 


56012 
LIB3028 


-017 


-Ql- 


-Bl 


-B3 


Seq. 
Seq. 


No. 

ID 


56013 
LIB3028 


-017 


-Ql- 


-Bl 


-B5 


Seq. 
Seq. 


No. 

ID 


56014 
LIB3028 


-017 


-Ql- 


-Bl 


-C10 


Seq. 
Seq. 


No. 

ID 


56015 
LIB3028 


-017 


-Ql- 


-Bl 


-C7 


Seq. 
Seq. 


No. 

ID 


56016 
LIB3028 


-017 


-Ql 


-Bl 


-D5 


Seq. 
Seq. 


No. 

ID 


56017 
LIB3028 


-017 


-Ql 


-Bl 


-E12 


Seq. 
Seq. 


No. 

ID 


56018 
LIB3028 


-017 


-Ql 


-Bl 


-F10 


Seq. 
Seq. 


No. 

ID 


56019 
LIB3028 


-017 


-Ql 


-Bl 


-F7 


Seq. 
Seq. 


No. 
ID 


56020 
LIB3028 


-017 


-Ql 


-Bl 


-Gl 


Seq. 
Seq. 


No. 

ID 


56021 
LIB3028 


-017 


-Ql 


-Bl 


-G4 


Seq. 
Seq. 


No. 

ID 


56022 
LIB3028 


-017 


-Ql 


-Bl 


-H7 


Seq. 
Seq. 


No. 

ID 


56023 
LIB3028 


-018 


-Ql 


-Bl 


-A12 


Seq. 
Seq. 


No. 

ID 


56024 
LIB3028 


-018 


-Ql 


-Bl 


-B12 


Seq. 
Seq. 


No. 
ID 


56025 
LIB3028 


-018 


-Ql 


-Bl 


-B3 


Seq. 
Seq. 


No. 
ID 


56026 
LIB3028 


-018 


-Ql 


-Bl 


-C10 


Seq. 
Seq. 


No. 

ID 


56027 
LIB3028 


-018 


-Ql 


-Bl 


-Dl 


Seq. 
Seq. 


No. 

ID 


56028 
LIB3028 


-018 


-Ql 


-Bl 


-D3 


Seq. 
Seq. 


No. 

ID 


56029 
LIB3028 


-018 


-Ql 


-Bl 


-D4 


Seq. 
Seq. 


No. 

ID 


56030 
LIB3028 


-018 


-Ql 


-Bl 


-El 



9204 



Seq. 
Seq. 


No. 
ID 


56031 
LIB3028- 


-018- 


-Ql- 


-Bl- 


-E10 


Seq. 
Seq. 


No. 

ID 


56032 
LIB3028- 


-018- 


-Ql- 


-Bl- 


-E5 


Seq. 
Seq. 


No. 

ID 


56033 
LIB3028- 


-018- 


-Ql- 


-Bl- 


-E6 


Seq. 
Seq. 


No. 

ID 


56034 
LIB3028- 


-018- 


-Ql- 


-Bl- 


-F10 


Seq. 
Seq. 


No. 

ID 


56035 
LIB3028- 


-018- 


-Ql- 


-Bl- 


-F2 


Seq. 
Seq. 


No. 

ID 


56036 
LIB3028- 


-018- 


-Ql- 


-Bl- 


-F3 


Seq. 
Seq. 


No. 
ID 


56037 
LIB3028- 


-018- 


-Ql- 


-Bl- 


-F4 


Seq. 
Seq. 


No. 

ID 


56038 
LIB3028- 


-018- 


-Ql- 


-Bl- 


-H9 


Seq. 
Seq. 


No. 
ID 


56039 
LIB3028- 


-019- 


-Ql- 


-Bl- 


-A5 


Seq. 
Seq. 


No. 

ID 


56040 
LIB3028- 


-019- 


-Ql- 


-Bl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


56041 
LIB3028' 


-019- 


-Ql- 


-Bl- 


-B12 


Seq. 
Seq. 


No. 

ID 


56042 
LIB3028 


-019- 


-Ql- 


-Bl- 


-CI 


Seq. 
Seq. 


No. 

ID 


56043 
LIB3028 


-019- 


-Ql- 


-Bl' 


-C12 


Seq. 
Seq. 


No. 

ID 


56044 
LIB3028 


-019- 


-Ql- 


-Bl- 


-D3 


Seq. 
Seq. 


No. 

ID 


56045 
LIB3028 


-019- 


-Ql- 


-Bl- 


-D8 


Seq. 
Seq. 


No. 

ID 


56046 
LIB3028 


-019- 


-Ql- 


-Bl' 


-E12 


Seq. 
Seq. 


No. 

ID 


56047 
LIB3028 


-019- 


-Ql- 


-Bl 


-E2 


Seq. 
Seq. 


No. 
ID 


56048 
LIB3028 


-019- 


-Ql- 


-Bl 


-E6 


Seq. 
Seq. 


No. 
ID 


56049 
LIB3028 


-019- 


-Ql- 


-Bl 


-Fll 



9205 



Seq. 
Seq. 


No. 

ID 


56050 
LIB3028- 


-019- 


-Ql- 


-Bl- 


-F3 


Seq. 
Seq. 


No. 

ID 


56051 
LIB3028- 


-019- 


-Ql- 


■Bl- 


-F7 


Seq. 
Seq. 


No. 

ID 


56052 
LIB3028- 


-019- 


-Ql- 


-Bl- 


-H7 


Seq. 
Seq. 


No. 

ID 


56053 
LIB3028- 


-019- 


■Ql- 


-Bl- 


-H8 


Seq. 
Seq. 


No. 

ID 


56054 
LIB3028- 


-020- 


-Ql- 


-Bl- 


-A4 


Seq. 
Seq. 


No. 

ID 


56055 
LIB3028- 


-020- 


-Ql- 


-Bl- 


-C6 


Seq. 
Seq. 


No. 

ID 


56056 
LIB3028- 


-020- 


-Ql- 


-Bl- 


-C8 


Seq. 
Seq. 


No. 

ID 


56057 
LIB3028- 


-020- 


-Ql- 


-Bl- 


-El 


Seq. 
Seq. 


No. 
ID 


56058 
LIB3028- 


-020- 


-Ql- 


-Bl- 


-E10 


Seq. 
Seq. 


No. 

ID 


56059 
LIB3028- 


-020- 


-Ql- 


-Bl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


56060 
LIB3028- 


-020- 


-Ql- 


-Bl- 


-E5 


Seq. 
Seq. 


No. 

ID 


56061 
LIB3028' 


-020- 


-Ql- 


-Bl- 


-F9 


Seq. 
Seq. 


No. 

ID 


56062 
LIB3028 


-020- 


-Ql- 


-Bl- 


-G2 


Seq. 
Seq. 


No. 

ID 


56063 
LIB3028 


-020- 


-Ql- 


-Bl' 


-H9 


Seq. 
Seq. 


No. 

ID 


56064 
LIB3028 


-021- 


-Ql- 


-Bl' 


-B3 


Seq. 
Seq. 


No. 

ID 


56065 
LIB3028 


-021- 


-Ql- 


-Bl 


-B4 


Seq. 
Seq. 


No. 

ID 


56066 
LIB3028 


-021 


-Ql- 


-Bl 


-B8 


Seq. 
Seq. 


No. 

ID 


56067 
LIB3028 


-021 


-Ql- 


-Bl 


-CI 


Seq. 
Seq. 


No. 

ID 


56068 
LIB3028 


-021 


-Ql 


-Bl 


-Cll 



9206 



Seq. 
Seq. 


No. 
ID 


56069 
LIB3028 


-021 


-Ql- 


-Bl 


-C9 


Seq. 
Seq. 


No. 

ID 


56070 
LIB3028 


-021 


-Ql- 


-Bl 


-Dll 


Seq. 
Seq. 


No. 
ID 


56071 
LIB3028 


-021 


-Ql- 


-Bl 


-D7 


Seq. 
Seq. 


No. 

ID 


56072 
LIB3028 


-021 


-Ql- 


-Bl 


-E2 


Seq. 
Seq. 


No. 

ID 


56073 
LIB3028 


-021 


-Ql- 


-Bl 


-E5 


Seq. 
Seq. 


No. 

ID 


56074 
LIB3028 


-021 


-Ql- 


-Bl 


-E7 


Seq. 
Seq. 


No. 

ID 


56075 
LIB3028 


-021 


-Ql 


-Bl 


-E8 


Seq. 
Seq. 


No. 

ID 


56076 
LIB3028 


-021 


-Ql 


-Bl 


-Fl 


Seq. 
Seq. 


No. 

ID 


56077 
LIB3028 


-021 


-Ql 


-Bl 


-F10 


Seq. 
Seq. 


No. 

ID 


56078 
LIB3028 


-021 


-Ql 


-Bl 


-F3 


Seq. 
Seq. 


No. 

ID 


56079 
LIB3028 


-021 


-Ql 


-Bl 


-F7 


Seq. 
Seq. 


No. 

ID 


56080 
LIB3028 


-021 


-Ql 


-Bl 


-HI 


Seq. 
Seq. 


No. 

ID 


56081 
LIB3028 


-022 


-Ql 


-Bl 


-A5 


Seq. 
Seq. 


No. 

ID 


56082 
LIB3028 


-022 


-Ql 


-Bl 


-A7 


Seq. 
Seq. 


No. 

ID 


56083 
LIB3028 


-022 


-Ql 


-Bl 


-B2 


Seq. 
Seq. 


No. 
ID 


56084 
LIB3028 


-022 


-Ql 


-Bl 


-B4 


Seq. 
Seq. 


No. 

ID 


56085 
LIB3028 


-022 


-Ql 


-Bl 


-B5 


Seq. 
Seq. 


No. 

ID 


56086 
LIB3028 


-022 


-Ql 


-Bl 


-B7 


Seq. 
Seq. 


No. 

ID 


56087 
LIB3028 


-022 


-Ql 


-Bl 


-CI 



9207 



Seq. 
Seq. 


No. 

ID 


56088 
LIB3028 


-022 


-Ql- 


■Bl 


-C3 


Seq. 
Seq. 


No. 
ID 


56089 
LIB3028 


-022 


-Ql- 


•Bl- 


-C7 


Seq. 
Seq. 


No. 

ID 


56090 
LIB3028 


-022 


-Ql- 


■Bl 


-C8 


Seq. 
Seq. 


No. 

ID 


56091 
LIB3028 


-022 


-Ql- 


■Bl 


-Dll 


Seq. 
Seq. 


No. 

ID 


56092 
LIB3028 


-022 


-Ql- 


•Bl 


-D3 


Seq. 
Seq. 


No. 

ID 


56093 
LIB3028 


-022 


-Ql- 


•Bl 


-D6 


Seq. 
Seq. 


No. 

ID 


56094 
LIB3028 


-022 


-Ql- 


■Bl' 


-D9 


Seq. 
Seq. 


No. 

ID 


56095 
LIB3028 


-022 


-Ql- 


■Bl 


-E12 


Seq. 
Seq. 


No. 

ID 


56096 
LIB3028 


-022 


-Ql- 


■Bl 


-E7 


Seq. 
Seq. 


No. 

ID 


56097 
LIB3028 


-022 


-Ql- 


■Bl 


-E8 


Seq. 
Seq. 


No. 

ID 


56098 
LIB3028 


-022 


-Ql- 


•Bl 


-F10 


Seq. 
Seq. 


No. 

ID 


56099 
LIB3028 


-022 


-Ql- 


■Bl 


-F2 


Seq. 
Seq. 


No. 

ID 


56100 
LIB3028 


-022 


-Ql- 


•Bl 


-F9 


Seq. 
Seq. 


No. 

ID 


56101 
LIB3028 


-022 


-Ql- 


■Bl' 


-G8 


Seq. 
Seq. 


No. 

ID 


56102 
LIB3028 


-022 


-Ql- 


■Bl' 


-HI 


Seq. 
Seq. 


No. 

ID 


56103 
LIB3028 


-022 


-Ql- 


■Bl' 


-H12 


Seq. 
Seq. 


No. 

ID 


56104 
LIB3028 


-022- 


-Ql- 


■Bl- 


-H4 


Seq. 
Seq. 


No. 

ID 


56105 
LIB3028' 


-022- 


-Ql- 


■Bl- 


-H6 


Seq. 
Seq. 


No. 

ID 


56106 
LIB3028 


-022- 


-Ql- 


■Bl- 


-H8 



9208 




Seq. 
Seq. 


No. 

ID 


56107 
LIB3028- 


-023- 


-Ql- 


-Bl- 


-A10 


Seq. 
Seq. 


No. 

ID 


56108 
LIB3028- 


-023- 


-Ql- 


-Bl- 


-A4 


Seq. 
Seq. 


No. 

ID 


56109 
LIB3028- 


-023- 


-Ql- 


-Bl- 


-A5 


Seq. 
Seq. 


No. 

ID 


56110 
LIB3028 


-023- 


-Ql- 


-Bl- 


-A7 


Seq. 
Seq. 


No. 
ID 


56111 
LIB3028 


-023- 


-Ql- 


-Bl- 


-A8 


Seq. 
Seq. 


No. 

ID 


56112 
LIB3028 


-023- 


-Ql- 


-Bl- 


-B3 


Seq. 
Seq. 


No. 

ID 


56113 
LIB3028 


-023- 


-Ql- 


-Bl 


-B5 


Seq. 
Seq. 


No. 

ID 


56114 
LIB3028 


-023- 


-Ql- 


-Bl 


-CI 


Seq. 
Seq. 


No. 
ID 


56115 
LIB3028 


-023- 


-Ql 


-Bl 


-C2 


Seq. 
Seq. 


No. 

ID 


56116 
LIB3028 


-023- 


-Ql 


-Bl 


-D8 


Seq. 
Seq. 


No. 
ID 


56117 
LIB3028 


-023- 


-Ql 


-Bl 


-E10 


Seq. 
Seq. 


No. 

ID 


56118 
LIB3028 


-023- 


-Ql 


-Bl 


-E12 


Seq. 
Seq. 


No. 

ID 


56119 
LIB3028 


-023 


-Ql 


-Bl 


-E5 


Seq. 
Seq. 


No. 

ID 


56120 
LIB3028 


-023 


-Ql 


-Bl 


-E6 


Seq. 
Seq. 


No. 
ID 


56121 
LIB3028 


-023 


-Ql 


-Bl 


-F6 


Seq. 
Seq. 


No. 

ID 


56122 
LIB3028 


-023 


-Ql 


-Bl 


-Gl 


Seq. 
Seq. 


No. 

ID 


56123 
LIB3028 


-023 


-Ql 


-Bl 


-G8 


Seq. 
Seq. 


No. 

ID 


56124 
LIB3028 


-023 


-Ql 


-Bl 


-HI 


Seq. 
Seq. 


No. 

ID 


56125 
LIB3028 


-023 


-Ql 


-Bl 


-Hll 



9209 



Seq, 
Seq, 


No. 

ID 


56126 
LIB3028- 


-023- 


-Ql- 


-Bl- 


-H2 


Seq. 
Seq. 


No. 

ID 


56127 
LIB3028- 


-023- 


-Ql- 


-Bl- 


-H9 


Seq. 
Seq. 


No. 

ID 


56128 
LIB3028- 


-024- 


-Ql- 


-Bl- 


-Al 


Seq. 
Seq. 


No. 
ID 


56129 
LIB3028- 


-024- 


-Ql- 


-Bl- 


-A4 


Seq. 
Seq. 


No. 

ID 


56130 
LIB3028- 


-024- 


-Ql- 


-Bl- 


-A5 


Seq. 
Seq, 


No. 

ID 


56131 
LIB3028 


-024- 


-Ql- 


-Bl 


-A7 


Seq. 
Seq. 


No. 

ID 


56132 
LIB3028 


-024 


-Ql- 


-Bl 


-B10 


Seq. 
Seq. 


No. 

ID 


56133 
LIB3028 


-024 


-Ql- 


-Bl 


-B8 


Seq. 
Seq. 


No. 

ID 


56134 
LIB3028 


-024 


-Ql- 


-Bl 


-Cll 


Seq. 
Seq. 


No. 
ID 


56135 
LIB3028 


-024 


-Ql- 


-Bl 


-C5 


Seq. 
Seq. 


No. 
ID 


56136 
LIB3028 


-024 


-Ql- 


-Bl 


-Dll 


Seq. 
Seq. 


No. 

ID 


56137 
LIB3028 


-024 


-Ql- 


-Bl 


-D7 


Seq. 
Seq. 


No. 

ID 


56138 
LIB3028 


-024 


-Ql- 


-Bl 


-E7 


Seq. 
Seq, 


No. 

ID 


56139 
LIB3028 


-024 


-Ql- 


-Bl 


-Fll 


Seq, 
Seq, 


No. 

ID 


56140 
LIB3028 


-024 


-Ql 


-Bl 


-G4 


Seq. 
Seq. 


No. 

ID 


56141 
LIB3028 


-024 


-Ql 


-Bl 


-G8 


Seq. 
Seq. 


No. 

ID 


56142 
LIB3028 


-024 


-Ql 


-Bl 


-Hll 


Seq. 
Seq. 


No. 
ID 


56143 
LIB3028 


-024 


-Ql 


-Bl 


-H2 


Seq. 
Seq. 


No. 

ID 


56144 
LIB3028 


-024 


-Ql 


-Bl 


-H3 



9210 



Seq. 
Seq. 


No. 
ID 


56145 
LIB3028 


-024- 


-Ql- 


-Bl- 


-H5 


Seq. 
Seq. 


No. 

ID 


56146 
LIB3028 


-025- 


-Ql- 


-Bl- 


-A8 


Seq. 
Seq. 


No. 

ID 


56147 
LIB3028' 


-025- 


-Ql- 


-Bl- 


-B2 


Seq. 
Seq. 


No. 

ID 


56148 
LIB3028 


-025- 


-Ql- 


-Bl- 


-B9 


Seq. 
Seq. 


No. 
ID 


56149 
LIB3028 


-025- 


-Ql* 


-Bl 


-C4 


Seq. 
Seq. 


No. 
ID 


56150 
LIB3028 


-025- 


-Ql' 


-Bl' 


-Dl 


Seq. 
Seq. 


No. 
ID 


56151 
LIB3028 


-025- 


-Ql 


-Bl 


-D12 


Seq. 
Seq. 


No. 

ID 


56152 
LIB3028 


-025- 


-Ql 


-Bl' 


-E4 


Seq. 
Seq. 


No. 

ID 


56153 
LIB3028 


-025- 


-Ql' 


-Bl' 


-G7 


Seq. 
Seq. 


No. 

ID 


56154 
LIB3028 


-025- 


-Ql 


-Bl' 


-HI 


Seq. 
Seq. 


No. 
ID 


56155 
LIB3028 


-025- 


-Ql' 


-Bl' 


-H2 


Seq. 
Seq. 


No. 
ID 


56156 
LIB3028 


-026- 


-Ql' 


-Bl 


-A6 


Seq. 
Seq. 


No. 
ID 


56157 
LIB3028 


-026- 


-Ql' 


-Bl 


-CI 


Seq. 
Seq. 


No. 

ID 


56158 
LIB3028 


-026- 


-Ql' 


-Bl' 


-C3 


Seq. 
Seq. 


No- 
ID 


56159 
LIB3028 


-026- 


-Ql- 


-Bl' 


-CI 


Seq. 
Seq. 


No. 
ID 


56160 
LIB3028' 


-026- 


-Ql- 


-Bl- 


-Dll 


Seq. 
Seq. 


No. 
ID 


56161 
LIB3028' 


-026- 


-Ql- 


-Bl- 


-D5 


Seq. 
Seq. 


No. 

ID 


56162 
LIB3028- 


-026- 


-Ql- 


-Bl- 


-D8 


Seq. 
Seq. 


No. 

ID 


56163 
LIB3028- 


-026- 


-Ql- 


-Bl- 


-E12 



9211 



Seq. 
Seq. 


No. 
ID 


56164 
LIB3028 


-026 


-Ql 


-Bl 


-E5 


Seq. 
Seq. 


No. 

ID 


56165 
LIB3028 


-026 


-Ql 


-Bl 


-Fll 


Seq. 
Seq. 


No. 

.ID 


56166 
LIB3028 


-026 


-Ql 


-Bl 


-H7 


Seq. 
Seq. 


No. 

ID 


56167 
LIB3028 


-027 


-Ql 


-Bl 


-Dll 


Seq. 
Seq. 


No. 

ID 


56168 
LIB3028 


-027 


-Ql 


-Bl 


-Ell 


Seq. 
Seq. 


No. 
ID 


56169 
LIB3028 


-027 


-Ql 


-Bl 


-H9 


Seq. 
Seq. 


No. 

ID 


56170 
LIB3028 


-027 


-Ql 


-B2 


-All 


Seq. 
Seq. 


No. 
ID 


56171 
LIB3028 


-027 


-Ql 


-B2 


-A4 


Seq. 
Seq. 


No. 

ID 


56172 
LIB3028 


-027 


-Ql 


-B2 


-B8 


Seq. 
Seq. 


No. 

ID 


56173 
LIB3028 


-027 


-Ql 


-B2 


-C12 


Seq. 
Seq. 


No. 
ID 


56174 
LIB3028 


-027 


-Ql 


-B2 


-C5 


Seq. 
Seq. 


No. 
ID 


56175 
LIB3028 


-027- 


-Ql 


-B2 


-Dll 


Seq. 
Seq. 


No. 

ID 


56176 
LIB3028 


-027- 


-Ql 


-B2- 


-E10 


Seq. 
Seq. 
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ID 


56177 
LIB3028 
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-Ql- 


-B2- 


-Ell 


Seq. 
Seq. 
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ID 


56178 
LIB3028 


-027- 


-Ql- 


-B2- 


-E2 


Seq. 
Seq. 
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ID 


56179 
LIB3028 


-027- 


-Ql- 


-B2- 


-F2 


Seq. 
Seq. 
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ID 


56180 
LIB3028- 


-028- 


-Ql- 


-Bl- 


-Al 


Seq. 
Seq. 


No. 

ID 


56181 
LIB3028- 


-028- 


-Ql- 


-Bl- 


-A10 


Seq. 
Seq. 


No. 

ID 


56182 
LIB3028- 


-028- 


-Ql- 


-Bl- 


-A5 



9212 




Seq. 
Seq. 


No. 

ID 


56183 
LIB3028 


-028 


-Ql 


-Bl 


-B5 


Seq. 
Seq. 


No. 

ID 


56184 
LIB3028 


-028 


-Ql 


-Bl 


-B9 


Seq. 
Seq. 


No . 

ID 


56185 
LIB3028 


-028 


-Ql 
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-C6 


Seq. 
Seq. 
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ID 
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-028 


-Ql 
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Seq. 
Seq. 
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ID 
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-Ell 


Seq. 
Seq. 
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ID 
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-028 
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-G10 


Seq. 
Seq. 
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ID 
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-028 


-Ql 


-Bl 


-HI 


Seq. 
Seq. 
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ID 
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LIB3028 


-028 


-Ql 


-Bl 


-H3 


Seq. 
Seq. 
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ID 
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LIB3028 


-028 


-Ql 


-Bl 


-H9 


Seq. 
Seq. 


No. 
ID 


56192 
LIB3028 


-029 


-Ql 


-Bl 


-A5 


Seq. 
Seq. 
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ID 


56193 
LIB3028 


-029 


-Ql 


-Bl 


-A7 


Seq. 
Seq. 


No. 

ID 


56194 
LIB3028 


-029 


-Ql 


-Bl 


-B5 


Seq. 
Seq. 


No . 
ID 


56195 
LIB3028 


-029 


-Ql 


-Bl 


-C12 


Seq. 
Seq. 


No. 

ID 


56196 
LIB3028 


-029 


-Ql 


-Bl 


-C8 


Seq. 
Seq. 


No. 
ID 


56197 
LIB3028 


-029- 


-Ql 


-Bl 


-D3 


Seq. 
Seq. 


No. 

ID 


56198 
LIB3028 


-029- 


-Ql 


-Bl 


-D6 


Seq. 
Seq. 


No. 

ID 


56199 
LIB3028 


-029- 


-Ql- 


-Bl 


-D9 


Seq. 
Seq. 


No. 

ID 


56200 
LIB3028 


-029- 


-Ql- 


-Bl- 


-E4 


Seq. 
Seq, 


No. 

ID 


56201 
LIB3028- 


-029- 


-Ql- 


-Bl- 


-Gl 



9213 



Seq. 
Seq. 


No. 
ID 


O 

56202 
LIB3028 


-029 


-Ql 


-Bl 


-Gil 


Seq. 
Seq. 


No. 
ID 


56203 
LIB3028 


-029 


-Ql 


-Bl 


-G7 


Seq. 
Seq. 


No. 
ID 


56204 
LIB3028 


-029 


-Ql 


-Bl 


-H4 


Seq. 
Seq. 


No. 

ID 


56205 
LIB3028 


-030 


-Ql 


-Bl 


-A10 


Seq. 
Seq. 


No. 
ID 


56206 
LIB3028 


-030 


-Ql 


-Bl 


-A4 


Seq. 
Seq. 


No. 
ID 


56207 
LIB3028 


-030 


-Ql 


-Bl 


-A7 


Seq. 
Seq. 


No. 
ID 


56208 
LIB3028 


-030 


-Ql 


-Bl 


-B6 


Seq. 
Seq. 


No. 

ID 


56209 
LIB3028 


-030 


-Ql 


-Bl 


-C6 


Seq. 
Seq. 


No. 

ID 


56210 
LIB3028 


-030 


-Ql 


-Bl 


-C7 


Seq. 
Seq. 


No. 

ID 


56211 
LIB3028 


-030 


-Ql 


-Bl 


-C8 


Seq. 
Seq. 


No. 
ID 


56212 
LIB3028 


-030 


-Ql 


-Bl 


-D2 


Seq. 
Seq. 


No. 

ID 


56213 
LIB3028 


-030 


-Ql 


-Bl 


-D3 


Seq. 
Seq. 


No. 

ID 


56214 
LIB3028 


-030 


-Ql 


-Bl 


-D5 


Seq. 
Seq. 


No. 
ID 


56215 
LIB3028 


-030 


-Ql 


-Bl 


-E10 


Seq. 
Seq. 


No. 

ID 


56216 
LIB3028 


-030- 


-Ql 


-Bl 


-E4 


Seq. 
Seq. 


No. 

ID 


56217 
LIB3028 


-030- 


-Ql 


-Bl 


-E8 


Seq. 
Seq. 


No. 

ID 


56218 
LIB3028 


-030- 


-Ql 


-Bl 


-F5 


Seq. 
Seq. 


No. 
ID 


56219 
LIB3028 


-030- 


-Ql 


-Bl 


-G2 


Seq. 
Seq. 


No. 
ID 


56220 
LIB3028 


-031- 


-Ql- 


-Bl 


-A3 



9214 



Seq. 
Seq. 


No. 

ID 


II 

56221 
LIB3028 


-031 


-Ql 


-Bl 


-A7 


Seq. 
Seq. 


No. 

ID 


56222 
LIB3028 


-031 


-Ql 


-Bl 


-B8 


Seq. 
Seq. 


No. 

ID 


56223 
LIB3028 


-031 


-Ql 


-Bl 


-C3 


Seq. 
Seq. 


No. 
ID 


56224 
LIB3028 


-031 


-Ql 


-Bl 


-D2 


Seq. 
Seq. 


No. 

ID 


56225 
LIB3028 


-031 


-Ql 


-Bl 


-El 


Seq. 
Seq. 


No. 
ID 


56226 
LIB3028 


-031 


-Ql 


-Bl 


-E10 


Seq. 
Seq. 


No. 

ID 


56227 
LIB3028 


-031 


-Ql 


-Bl 


-F10 


Seq. 
Seq. 


No. 
ID 


56228 
LIB3028 


-031 


-Ql 


-Bl 


-F8 


Seq. 
Seq. 


No. 
ID 


56229 
LIB3028 


-031 


-Ql 


-Bl 


-G5 


Seq. 
Seq. 


No. 
ID 


56230 
LIB3028 


-031 


-Ql 


-Bl 


-HI 


Seq. 
Seq. 


No. 
ID 


56231 
LIB3028 


-031 


-Ql 


-Bl 


-H12 


Seq. 
Seq. 


No. 

ID 


56232 
LIB3028 


-031 


-Ql 


-Bl 


-H9 


Seq. 
Seq. 


No. 

ID 


56233 
LIB3028 


-032 


-Ql 


-Bl 


-A6 


Seq. 
Seq. 


No. 

ID 


56234 
LIB3028 


-032 


-Ql 


-Bl 


-A8 


Seq. 
Seq. 


No. 

ID 


56235 
LIB3028 


-032- 


-Ql 


-Bl 


-C10 


Seq. 
Seq. 


No. 

ID 


56236 
LIB3028 


-032- 


-Ql 


-Bl 


-F12 


Seq. 
Seq. 


No. 
ID 


56237 
LIB3028 


-032- 


-Ql- 


-Bl- 


-G10 


Seq. 
Seq. 


No. 

ID 


56238 
LIB3028 


-032- 


-Ql- 


-Bl- 


-G5 


Seq. 
Seq. 


No. 

ID 


56239 
LIB3028 


-032- 


-Ql- 


-Bl- 


-Hll 



9215 



Seq. 
Seq. 


No. 

ID 


II 

56240 
LIB3028 


-033 


-Ql 


-Bl 


-A10 


Seq. 
Seq. 


No. 

ID 


56241 
LIB3028 


-033 


-Ql 


-Bl 


-A3 


Seq. 
Seq. 


No. 

ID 


56242 
LIB3028 


-033 


-Ql 


-Bl 


-A4 


Seq. 
Seq. 


No. 
ID 


56243 
LIB3028 


-033 


-Ql 


-Bl 


-A6 


Seq. 
Seq. 


No. 
ID 


56244 
LIB3028 


-033 


-Ql 


-Bl 


-A7 


Seq. 
Seq. 


No. 

ID 


56245 
LIB3028 


-033 


-Ql 


-Bl 


-A8 


Seq. 
Seq. 


No. 
ID 


56246 
LIB3028 


-033 


-Ql 


-Bl 


-Bl 


Seq. 
Seq. 


No. 
ID 


56247 
LIB3028 


-033 


-Ql 


-Bl 


-B3 


Seq. 
Seq. 


No. 

ID 


56248 
LIB3028 


-033 


-Ql 


-Bl 


-B4 


Seq. 
Seq. 


No. 
ID 


56249 
LIB3028 


-033 


-Ql 


-Bl 


-B5 


Seq. 
Seq. 


No. 
ID 


56250 
LIB3028 


-033 


-Ql 


-Bl 


-B9 


Seq. 
Seq. 


No. 
ID 


56251 
LIB3028 


-033 


-Ql 


-Bl 


-CI 


Seq. 
Seq. 


No. 
ID 


56252 
LIB3028 


-033 


-Ql 


-Bl 


-C3 


Seq. 
Seq, 


No. 
ID 


56253 
LIB3028 


-033 


-Ql 


-Bl 


-C6 


Seq. 
Seq. 


No. 

ID 


56254 
LIB3028 


-033 


-Ql 


-Bl 


-C7 


Seq. 
Seq. 


No. 

ID 


56255 
LIB3028 


-033 


-Ql 


-Bl 


-C8 


Seq. 
Seq. 


No. 

ID 


56256 
LIB3028 


-033- 


-Ql 


-Bl 


-Dl 


Seq. 
Seq. 


No. 

ID 


56257 
LIB3028 


-033- 


-Ql 


-Bl 


-D2 


Seq. 
Seq. 


No. 

ID 


56258 
LIB3028 


-033- 


-Ql 


-Bl 


-D5 



9216 



Seq. 
Seq. 


No. 

ID 


4) 

56259 
LIB3028 


-033- 


-Ql 


-Bl 


-D8 


Seq. 
Seq. 


No. 

ID 


56260 
LIB3028 


-033- 


-Ql 


-Bl 


-El 


Seq. 
Seq. 


No. 

ID 


56261 
LIB3028 


-033- 


-Ql 


-Bl 


-E2 


Seq. 
Seq. 


No. 

ID 


56262 
LIB3028 


-033- 


-Ql 


-Bl 


-E3 


Seq. 
Seq. 


No. 

ID 


56263 
LIB3028 


-033- 


-Ql 


-Bl 


-E8 


Seq. 
Seq. 


No. 

ID 


56264 
LIB3028 


-033 


-Ql 


-Bl 


-F5 


Seq. 
Seq. 


No. 

ID 


56265 
LIB3028 


-033- 


-Ql 


-Bl 


-F7 


Seq. 
Seq. 


No. 

ID 


56266 
LIB3028 


-033 


-Ql 


-Bl 


-F8 


Seq. 
Seq. 


No. 

ID 


56267 
LIB3028 


-033- 


-Ql 


-Bl 


-G10 


Seq. 
Seq. 


No. 

ID 


56268 
LIB3028 


-033 


-Ql 


-Bl 


-G12 


Seq. 
Seq. 


No. 

ID 


56269 
LIB3028 


-033 


-Ql 


-Bl 


-G2 


Seq. 
Seq. 


No. 

ID 


56270 
LIB3028 


-033 


-Ql 


-Bl 


-G4 


Seq. 
Seq. 


No. 

ID 


56271 
LIB3028 


-033 


-Ql 


-Bl 


-G6 


Seq. 
Seq. 


No. 

ID 


56272 
LIB3028 


-033 


-Ql 


-Bl 


-G9 


Seq. 
Seq. 


No, 
ID 


56273 
LIB3028 


-033- 


-Ql 


-Bl 


-H10 


Seq. 
Seq. 


No. 

ID 


56274 
LIB3028 


-034- 


-Ql 


-Bl 


-A12 


Seq. 
Seq. 


No. 

ID 


56275 
LIB3028 


-034- 


-Ql 


-Bl 


-A9 


Seq. 
Seq. 


No. 

ID 


56276 
LIB3028 


-034- 


-Ql 


-Bl 


-B10 


Seq. 
Seq. 


No. 

ID 


56277 
LIB3028 


-034- 


-Ql 


-Bl 


-B2 



9217 




Seq. 
Seq. 


No. 

ID 


56278 
LIB3028 


-034- 


-Ql- 


-Bl- 


-B3 


Seq. 
Seq. 


No. 

ID 


56279 
LIB3028 


-034- 


-Ql- 


-Bl- 


-C9 


Seq. 
Seq. 


No. 

ID 


56280 
LIB3028 


-034- 


-Ql- 


-Bl- 


-D10 


Seq. 
Seq. 


No. 

ID 


56281 
LIB3028 


-034- 


-Ql- 


-Bl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


56282 
LIB3028 


-034 


-Ql- 


-Bl 


-D3 


Seq. 
Seq. 


No. 

ID 


56283 
LIB3028 


-034 


-Ql- 


-Bl 


-E8 


Seq. 
Seq. 


No. 

ID 


56284 
LIB3028 


-034' 


-Ql- 


-Bl- 


-F10 


Seq. 
Seq. 


No. 

ID 


56285 
LIB3028 


-034 


-Ql- 


-Bl 


-F8 


Seq. 
Seq. 


No. 

ID 


56286 
LIB3028 


-034 


-Ql- 


-Bl 


-G4 


Seq. 
Seq. 


No. 
ID 


56287 
LIB3028 


-034 


-Ql- 


-Bl 


-G6 


Seq. 
Seq. 


No. 
ID 


56288 
LIB3028 


-034 


-Ql- 


-Bl 


-H10 


Seq. 
Seq. 


No. 

ID 


56289 
LIB3028 


-034 


-Ql 


-Bl 


-H5 


Seq. 
Seq. 


No. 

ID 


56290 
LIB3028 


-034 


-Ql 


-Bl 


-H9 


Seq. 
Seq. 


No. 

ID 


56291 
LIB3028 


-035 


-Ql- 


-Bl 


-A3 


Seq. 
Seq. 


No. 
ID 


56292 
LIB3028 


-035 


-Ql- 


-Bl 


-A8 


Seq. 
Seq. 


No. 
ID 


56293 
LIB3028 


-035 


-Ql- 


-Bl 


-B8 


Seq. 
Seq. 


No. 
ID 


56294 
LIB3028 


-035 


-Ql- 


-Bl 


-B9 


Seq. 
Seq. 


No. 
ID 


56295 
LIB3028 


-035 


-Ql- 


-Bl 


-C10 


Seq. 
Seq. 


No. 
ID 


56296 
LIB3028 


-035 


-Ql- 


-Bl 


-Fll 



9218 



Seq. 
Seq. 


No. 
ID 


56297 
LIB3028 


-035 


-Ql 


-Bl 


-F2 


Seq. 
Seq. 


No. 

ID 


56298 
LIB3028 


-035 


-Ql 


-Bl 


-F6 


Seq. 
Seq. 


No. 

ID 


56299 
LIB3028 


-035 


-Ql 


-Bl 


-G10 


Seq. 
Seq. 


No. 

ID 


56300 
LIB3028 


-035 


-Ql 


-Bl 


-G2 


Seq. 
Seq. 


No. 

ID 


56301 
LIB3028 


-035 


-Ql 


-Bl 


-G4 


Seq. 
Seq. 


No. 
ID 


56302 
LIB3028 


-035 


-Ql 


-Bl 


-H10 


Seq. 
Seq. 


No. 

ID 


56303 
LIB3028 


-036 


-Ql 


-Bl 


-A10 


Seq. 
Seq. 


No. 
ID 


56304 
LIB3028 


-036 


-Ql 


-Bl 


-A5 


Seq. 
Seq. 


No. 
ID 


56305 
LIB3028 


-036 


-Ql 


-Bl 


-A6 


Seq. 
Seq. 


No. 
ID 


56306 
LIB3028 


-036 


-Ql 


-Bl 


-Bll 


Seq. 
Seq. 


No. 

ID 


56307 
LIB3028 


-036 


-Ql 


-Bl 


-B3 


Seq. 
Seq. 


No. 

ID 


56308 
LIB3028 


-036 


-Ql 


-Bl 


-B8 


Seq. 
Seq. 


No. 
ID 


56309 
LIB3028 


-036 


-Ql 


-Bl 


-CI 


Seq. 
Seq. 


No. 

ID 


56310 
LIB3028 


-036 


-Ql 


-Bl 


-C10 


Seq. 
Seq. 


No. 

ID 


56311 
LIB3028 


-036- 


-Ql 


-Bl 


-C8 


Seq. 
Seq. 


No. 
ID 


56312 
LIB3028 


-036- 


-Ql 


-Bl 


-D2 


Seq. 
Seq. 


No. 

ID 


56313 
LIB3028 


-036- 


-Ql 


-Bl 


-D7 


Seq. 
Seq. 


No. 

ID 


56314 
LIB3028 


-036- 


-Ql 


-Bl 


-E2 


Seq. 
Seq. 


No. 
ID 


56315 
LIB3028 


-036- 


-Ql 


-Bl 


-F12 



9219 



Seq. 
Seq. 


No. 

ID 


56316 
LIB3028 


-036 


-Ql 


-Bl 


-F7 


Seq. 
Seq. 


No. 

ID 


56317 
LIB3028 


-036' 


-Ql 


-Bl 


-F8 


Seq. 
Seq. 


No. 
ID 


56318 
LIB3028 


-036- 


-Ql 


-Bl 


-Gl 


Seq. 
Seq. 


No. 
ID 


56319 
LIB3028 


-036- 


-Ql 


-Bl 


-Gil 


Seq. 
Seq. 


No. 

ID 


56320 
LIB3028 


-036- 


-Ql' 


-Bl 


-G2 


Seq. 
Seq. 


No. 
ID 


56321 
LIB3028 


-036- 


-Ql 


-Bl 


-H10 


Seq. 
Seq. 


No. 
ID 


56322 
LIB3028 


-037- 


-Ql- 


-Bl' 


-A12 


Seq. 
Seq. 


No. 

ID 


56323 
LIB3028 


-037- 


-Ql- 


-B1- 


-A6 


Seq. 
Seq. 


No. 
ID 


56324 
LIB3028 


-037- 


-Ql- 


-Bl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


56325 
LIB3028 


-037- 


-Ql- 


-Bl- 


-D2 


Seq. 
Seq. 


No. 
ID 


56326 
LIB3028' 


-037- 


-Ql- 


-Bl- 


-D5 


Seq. 
Seq. 


No. 

ID 


56327 
LIB3028- 


-037- 


-Ql- 


-Bl- 


-D6 


Seq. 
Seq. 


No. 

ID 


56328 
LIB3028- 


-037- 


-Ql- 


-Bl- 


-D7 


Seq. 
Seq. 


No. 

ID 


56329 
LIB3028- 


-037- 


-Ql- 


-Bl- 


-D9 


Seq. 
Seq. 


No. 
ID 


56330 
LIB3028- 


-037- 


-Ql- 


-Bl- 


-F2 


Seq. 
Seq. 


No. 

ID 


56331 
LIB3028- 


-037- 


-Ql- 


-Bl- 


-F7 


Seq. 
Seq. 


No. 

ID 


56332 
LIB3028- 


-037- 


-Ql- 


-Bl- 


-F8 


Seq. 
Seq. 


No. * 
ID 


56333 
LIB3028- 


-037- 


-Ql- 


-Bl- 


-G10 


Seq. 
Seq. 


No. 

ID 


56334 
LIB3028- 


-037- 


-Ql- 


-Bl- 


-H10 



9220 




Seq. 
Seq. 


No. 

ID 


56335 
LIB3028 


-037 


-Ql 


-Bl 


-H5 


Seq. 
Seq. 


No. 

ID 


56336 
LIB3028 


-037 


-Ql 


-Bl 


-H9 


Seq. 
Seq. 


No. 

ID 


56337 
LIB3028 


-038 


-Ql 


-Bl 


-A8 


Seq. 
Seq. 


No. 

ID 


56338 
LIB3028 


-038 


-Ql 


-Bl 


-Bl 


Seq. 
Seq. 


No. 
ID 


56339 
LIB3028 


-038 


-Ql 


-Bl 


-B10 


Seq. 
Seq. 


No. 

ID 


56340 
LIB3028 


-038 


-Ql 


-Bl 


-B12 


Seq. 
Seq. 


No. 

ID 


56341 
LIB3028 


-038 


-Ql 


-Bl 


-Cll 


Seq. 
Seq. 


No. 

ID 


56342 
LIB3028 


-038 


-Ql 


-Bl 


-C2 


Seq. 
Seq. 


No. 
ID 


56343 
LIB3028 


-038 


-Ql 


-Bl 


-D2 


Seq. 
Seq. 


No. 
ID 


56344 
LIB3028 


-038 


-Ql 


-Bl 


-D3 


Seq. 
Seq. 


No. 

ID 


56345 
LIB3028 


-038 


-Ql 


-Bl 


-D8 


Seq. 
Seq. 


No. 

ID 


56346 
LIB3028 


-038 


-Ql 


-Bl 


-Ell 


Seq. 
Seq. 


No. 

ID 


56347 
LIB3028 


-038 


-Ql- 


-Bl 


-E3 


Seq. 
Seq. 


No. 

ID 


56348 
LIB3028 


-038 


-Ql- 


-Bl- 


-E4 


Seq. 
Seq. 


No. 

ID 


56349 
LIB3028- 


-038- 


-Ql- 


-Bl- 


-H12 


Seq. 
Seq. 


No. 

ID 


56350 
LIB3028- 


-039- 


-Ql- 


-Bl- 


-All 


Seq. 
Seq. 


No. 

ID 


56351 
LIB3028- 


-039- 


-Ql- 


-Bl- 


-B9 


Seq. 
Seq. 


No. 

ID 


56352 
LIB3028- 


-039- 


-Ql- 


-Bl- 


-D2 


Seq. 
Seq. 


No. 

ID 


56353 
LIB3028- 


-039- 


-Ql- 


-Bl- 


-E8 



9221 



Seq. 
Seq. 
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-F10 


Seq. 
Seq. 


No. 
ID 


57055 
LIB3039- 


003- 


-Ql- 


-El- 


-Fll 


Seq. 
Seq. 


No. 

ID 


57056 
LIB3039- 


003- 


-Ql- 


-El- 


-F12 



9258 



Seq. 
Seq. 


No. 

ID 


57057 
LIB3039- 


-003- 


-Ql- 


■El- 


-F2 


Seq. 
Seq. 


No. 

ID 


57058 
LIB3039- 


-003- 


-Ql- 


■El' 


-F3 


Seq. 
Seq. 


No. 

ID 


57059 
LIB3039- 


-003- 


-Ql- 


■El- 


-F4 


Seq. 
Seq. 


No. 

ID 


57060 
LIB3039- 


-003- 


-Ql- 


■El- 


-F5 
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-B12 


Seq. 
Seq. 


No. 

ID 


57080 
LIB3039- 


004- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 
ID 


57081 
LIB3039- 


004 


-Ql- 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


57082 
LIB3039- 


004 


-Ql- 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


57083 
LIB3039- 


004 


-Ql- 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


57084 
LIB3039- 


004 


-Ql- 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


57085 
LIB3039- 


■004 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


57086 
LIB3039- 


-004 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


57087 
LIB3039- 


-004 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 
ID 


57088 
LIB3039- 


-004 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


57089 
LIB3039- 


-004 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


57090 
LIB3039- 


■004 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


57091 
LIB3039- 


-004 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 
ID 


57092 
LIB3039- 


-004 


-Ql 


-El 


-Fll 


Seq. 
Seq. 


No. 
ID 


57093 
LIB3039- 


-004 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


57094 
LIB3039- 


-004 


-Ql 


-El 


-F7 



9260 




Seq. 
Seq. 


No. 
ID 


57095 
LIB3039- 


-004- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


57096 
LIB3039- 


-004- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


57097 
LIB3039- 


-004- 


-Ql- 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


57098 
LIB3039- 


-004- 


-Ql- 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


57099 
LIB3039- 


-004- 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


57100 
LIB3039- 


-004- 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


57101 
LIB3039- 


-004- 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


57102 
LIB3039- 


-004 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


57103 
LIB3039 


-004 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


57104 
LIB3039 


-005 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


57105 
LIB3039 


-005 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 
ID 


57106 
LIB3039 


-005 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


57107 
LIB3039 


-005 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 
ID 


57108 
LIB3039 


-005 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


57109 
LIB3039 


-005 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 
ID 


57110 
LIB3039 


-005 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


57111 
LIB3039 


-005 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


57112 
LIB3039 


-005 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


57113 
LIB3039 


-005 


-Ql 


-El 


-D6 



9261 



Seq. 
Seq. 


No. 

ID 


57114 
LIB3039- 


005 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


57115 
LIB3039- 


005 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


57116 
LIB3039- 


005 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 
ID 


57117 
LIB3039- 


005 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 
ID 


57118 
LIB3039- 


005 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


57119 
LIB3039- 


005 


-Ql 


-El 


-Fll 


Seq. 
Seq. 


No. 
ID 


57120 
LIB3039- 


005 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


57121 
LIB3039- 


005 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


57122 
LIB3039- 


005 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


57123 
LIB3039- 


005 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


57124 
LIB3039- 


005 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


57125 
LIB3039- 


005 


-Ql 


-El 


-G10 


Seq. 
Seq. 


No. 
ID 


57126 
LIB3039- 


005 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


57127 
LIB3039- 


005 


-Ql 


-El 


-G5 


Seq. 
Seq. 


No. 
ID 


57128 
LIB3039- 


005 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


57129 
LIB3039- 


005- 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


57130 
LIB3039- 


005- 


-Ql- 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


57131 
LIB3039- 


006- 


-Ql- 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


57132 
LIB3039- 


006- 


-Ql- 


-El 


-A4 



9262 




Seq. 
Seq. 


No. 

ID 


57133 
LIB3039- 


006- 


-Ql- 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


57134 
LIB3039- 


006- 


-Ql- 


-El 


-A6 


Seq. 
S^q* 


No. 

ID 


57135 
LI-B3Q39- 


006- 


-Ql- 


-El 


-A7 


Seq. 
Seq. 


No. 
ID 


57136 
LIB3039- 


006 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


57137 
LIB3039- 


006 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


57138 
LIB3039- 


006 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


57139 
LIB3039- 


006 


-Ql 


-El 


-B8 


Seq. 
Seq. 


No. 

ID 


57140 
LIB3039- 


006 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 
ID 


57141 
LIB3039- 


006 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


57142 
LIB3039- 


006 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


57143 
LIB3039- 


006 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 
ID 


57144 
LIB3039- 


■006 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


57145 
LIB3039- 


-006 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


57146 
LIB3039- 


•006 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 
ID 


57147 
LIB3039- 


•006 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


57148 
LIB3039- 


006 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 
ID 


57149 
LIB3039- 


006 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 
ID 


57150 
LIB3039- 


006 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 
ID 


57151 
LIB3039- 


006 


-Ql 


-El 


-F7 



9263 



Seq. 
Seq. 


No. 

ID 


57152 
LIB3039- 


006- 


-Ql- 


El- 


-F9 


Seq. 
Seq. 


No. 

ID 


57153 
LIB3039- 


006- 


-Ql- 


El- 


-G10 


Seq. 

-Seq. 


No. 

ID 


57154 
LIB3039- 


006- 


-Ql- 


El- 


-G12 


Seq. 
Seq. 


No. 

ID 


57155 
LIB3039- 


006- 


-Ql- 


El- 


-G3 


Seq. 
Seq. 


No. 
ID 


57156 
LIB3039- 


006- 


-Ql- 


El- 


-G8 


Seq. 
Seq. 


No. 

ID 


57157 
LIB3039- 


006- 


-Ql- 


El 


-Hll 


Seq. 
Seq. 


No. 

ID 


57158 
LIB3039- 


006- 


-Ql- 


El 


-H3 


Seq. 
Seq. 


No. 
ID 


57159 
LIB3039- 


006- 


-Ql- 


■El 


-H7 


Seq. 
Seq. 


No. 
ID 


57160 
LIB3039- 


■007- 


-Ql- 


■El 


-Al 


Seq. 
Seq. 


No. 

ID 


57161 
LIB3039- 


■007 


-Ql- 


■El 


-A3 


Seq. 
Seq. 


No. 

ID 


57162 
LIB3039- 


■007 


-Ql- 


-El 


-A4 


Seq. 
Seq. 


No. 
ID 


57163 
LIB3039- 


■007 


-Ql- 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


57164 
LIB3039- 


■007 


-Ql- 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


57165 
LIB3039- 


■007 


-Ql- 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


57166 
LIB3039- 


■007 


-Ql- 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


57167 
LIB3039- 


-007 


-Ql- 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


57168 
LIB3039- 


■007 


-Ql- 


•El 


-B3 


Seq. 
Seq. 


No. 

ID 


57169 
LIB3039- 


■007 


-Ql- 


-El 


-B5 


Seq. 
Seq. 


NO. 

ID 


57170 
LIB3039- 


-007 


-Ql- 


-El 


-Cll 



9264 



Seq. 
Seq. 


No. 

ID 


57171 
LIB3039- 


007- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


57172 
LIB3039- 


007- 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 

ID 


57173 
LIB3039- 


007- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


57174 
LIB3039- 


007- 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


57175 
LIB3039- 


007- 


-Ql- 


-El- 


-D3 


Seq. 
Seq. 


No. 

ID 


57176 
LIB3039- 


007- 


-Ql- 


-El- 


-D4 


Seq. 
Seq. 


No. 
ID 


57177 
LIB3039- 


007- 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


57178 
LIB3039- 


007- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


57179 
LIB3039- 


007 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


57180 
LIB3039- 


■007 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


57181 
LIB3039- 


■007 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


57182 
LIB3039- 


-007 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 
ID 


57183 
LIB3039- 


-007 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 
ID 


57184 
LIB3039- 


-007 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


57185 
LIB3039- 


-007 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


57186 
LIB3039- 


-007 


-Ql 


-El 


-G10 


Seq. 
Seq. 


No. 

ID 


57187 
LIB3039- 


-007 


-Ql 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


57188 
LIB3039- 


-007 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


57189 
LIB3039- 


-007 


-Ql 


-El 


-G5 



9265 



Seq. 
Seq. 


No. 
ID 


57190 
LIB3039- 


■007- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


57191 
LIB3039- 


•007- 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 
ID 


57192 
LIB3039- 


■008- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 
ID 


57193 
LIB3039- 


■008- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


57194 
LIB3039- 


■008- 


-Ql- 


-El- 


-A6 


Seq. 
Seq. 


No. 

ID 


57195 
LIB3039- 


■008- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


57196 
LIB3039- 


■008- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


57197 
LIB3039- 


•008- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


57198 
LIB3039- 


•008- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


57199 
LIB3039- 


-008- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


57200 
LIB3039- 


■008 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


57201 
LIB3039- 


■008 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


57202 
LIB3039- 


■008 


-Ql 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


57203 
LIB3039- 


-008 


-Ql- 


-El- 


-C7 


Seq. 
Seq. 


No. 

ID 


57204 
LIB3039- 


■008 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 

ID 


57205 
LIB3039- 


■008 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 

ID 


57206 
LIB3039- 


-008 


-Ql- 


-El- 


-D4 


Seq. 
Seq. 


No. 

ID 


57207 
LIB3039- 


■008 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


57208 
LIB3039- 


■008 


-Ql- 


-El- 


-El 



9266 




Seq. 
Seq. 


No. 

ID 


57209 
LIB3039- 


■008 


-Ql 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


57210 
LIB3039- 


■008 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


57211 
LIB3039- 


■008 


-Ql 


-El 


-Fll 


Seq. 
Seq. 


No. 

ID 


57212 
LIB3039- 


■008 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


57213 
LIB3039- 


■008 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


57214 
LIB3039- 


■008 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


57215 
LIB3039- 


■008 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


57216 
LIB3039- 


■008 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


57217 
LIB3039- 


■008 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


57218 
LIB3039- 


■008 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


57219 
LIB3039- 


■008 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


57220 
LIB3039- 


■008 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


57221 
LIB3039- 


•008 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


57222 
LIB3039- 


008 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


57223 
LIB3039- 


008 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


57224 
LIB3039- 


008 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


57225 
LIB3039- 


009 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


57226 
LIB3039- 


009 


-Ql- 


-El 


-A12 


Seq. 
Seq. 


No. 
ID 


57227 
LIB3039- 


009 


-Ql- 


-El 


-A3 



9267 



Seq. 
Seq. 


No. 

ID 


# 

57228 
LIB3039- 


009- 


-Ql- 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


57229 
LIB3039- 


009- 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


57230 
LIB3039- 


009- 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 
ID 


57231 
LIB3039- 


009- 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


57232 
LIB3039- 


009- 


-Ql 


-El 


-B8 


Seq. 
Seq. 


No. 

ID 


57233 
LIB3039- 


009- 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


57234 
LIB3039- 


009- 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


57235 
LIB3039- 


009- 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


57236 
LIB3039- 


009- 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


57237 
LIB3039- 


009- 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


57238 
LIB3039- 


009- 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


57239 
LIB3039- 


■009- 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


57240 
LIB3039- 


■009- 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


57241 
LIB3039- 


■009- 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 
ID 


57242 
LIB3039- 


■009- 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 
ID 


57243 
LIB3039- 


■009- 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 
ID 


57244 
LIB3039- 


■009- 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 
ID 


57245 
LIB3039- 


■009- 


-Ql 


-El 


-E12 


Seq. 
Seq. 


No. 

ID 


57246 
LIB3039- 


■009- 


-Ql 


-El 


-E2 



9268 



Seq. 
Seq. 


No. 
ID 


57247 
LIB3039- 


-009- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 
ID 


57248 
LIB3039- 


-009- 


-Ql- 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


57249 
LIB3039- 


-009- 


-Ql- 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


57250 
LIB3039 


-009- 


-Ql- 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


57251 
LIB3039 


-009- 


-Ql- 


-El 


-Fll 


Seq. 
Seq. 


No. 

ID 


57252 
LIB3039 


-009- 


-Ql- 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


57253 
LIB3039 


-009- 


-Ql- 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


57254 
LIB3039 


-009- 


-Ql- 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


57255 
LIB3039 


-009- 


-Ql 


-El 


-G10 


Seq. 
Seq. 


No. 

ID 


57256 
LIB3039 


-009- 


-Ql 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


57257 
LIB3039 


-009- 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


57258 
LIB3039 


-009 


-Ql 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


57259 
LIB3039 


-009 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


57260 
LIB3039 


-009 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


57261 
LIB3039 


-009 


-Ql 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


57262 
LIB3039 


-009 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 
ID 


57263 
LIB3039 


-009 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 
ID 


57264 
LIB3039 


-010 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 
ID 


57265 
LIB3039 


-010 


-Ql 


-El 


-A7 



9269 



Seq. 


No. 


57266 










Seq . 


ID 


LIB3039- 


010 


-01- 


El 


-Bl 


Seq. 


No. 


57267 










Seq . 


ID 


LIB3039- 


010 


-01- 

V- 1 - 


El 


-B12 


Seq. 


No. 


57268 










Seq, 


ID 


LIB3039- 


010 


-01- 

V- 1 - 


El 


-B2 


Seq. 


No. 


57269 










Seq. 


ID 


LIB3039- 


010 


-01- 


El 


-B3 


Seq. 


No. 


57270 










Seq. 


ID 


LIB3039- 


010 


-01- 


El 


-B5 


Seq. 


No. 


57271 










Seq . 


ID 


LIB3039- 


010 


-01- 


-El 


-B7 


Seq. 


No. 


57272 










Seq. 


ID 


LIB3039- 


010 


-01- 


■El 


-B8 


Seq. 


No . v -* 


57273 










Seq , 


ID 


LTB3039- 


010 


-01- 


■El 


-CI 


Seq. 


No. 


57274 












ID 


LTR3039- 


010 


-01- 


■El 


-Cll 


Seq. 


No. 


57275 










Seq . 


ID 


LTR3039- 


010 


-01- 


■El 


-C12 


Seq. 


No. 


57276 










Seq. 


ID 


LIB3039- 


010 


-01- 

V- 1 - 


■El 


-C3 


Seq. 


No, 


57277 










Seq. 


ID 


LTR3039- 


010 


-01 - 


■El 


-C4 


Seq. 


No. 


57278 










Seq . 


ID 


LIB3039- 


010 


-01- 

V:- 1 - 


■El 


-D3 


Seq. 


No. 


57279 










Seq. 


ID 


LIB3039- 


010 


-01- 


■El 


-D5 


Seq. 


No. 


57280 










Seq. 


ID 


LIB3039- 


'010 


-Ol- 


•El 


-D7 


Seq. 


No, 


57281 










O "3: . 


ID 


illDJU J .7 


V X u 


_oi - 


■El 


-E2 


Seq. 


No. 


57282 










Seq. 


ID 


LIB3039- 


010 


-01 - 


■El 


-E4 


Seq. 


No. 


57283 










Seq. 


ID 


LIB3039- 


010 


-Ql- 


■El 


-E9 


Seq. 


No. 


57284 










Seq. 


ID 


LIB3039- 


010 


-Ql- 


•El 


-Fll 



Seq. 
Seq. 


No. 

ID 


57285 
LIB3039- 


010 


-Ql- 


El 


-F2 


Seq. 
Seq. 


No. 

ID 


57286 
LIB3039- 


010 


-Ql- 


El 


-F3 


Seq. 
Seq. 


No. 

ID 


57287 
LIB3039- 


010 


-Ql- 


El 


-G3 


Seq. 
Seq. 


No. 

ID 


57288 
LIB3039- 


010 


-Ql- 


El 


-G4 


Seq. 
Seq. 


No. 

ID 


57289 
LIB3039- 


010 


-Ql- 


El 


-G6 


Seq. 
Seq. 


No. 

ID 


57290 
LIB3039- 


010 


-Ql- 


El 


-G8 


Seq. 
Seq. 


No. 

ID 


57291 
LIB3039- 


010 


-Ql- 


El 


-G9 


Seq. 
Seq. 


No. 

ID 


57292 
LIB3039- 


010 


-Ql- 


El 


-H3 


Seq. 
Seq. 


No. 

ID 


57293 
LIB3039- 


010 


-Ql- 


El 


-H7 


Seq. 
Seq. 


No. 

ID 


57294 
LIB3039- 


010 


»Q1- 


•El 


-H8 


Seq. 
Seq. 


No. 

ID 


57295 
LIB3039- 


011 


-Ql- 


•El 


-Al 


Seq. 
Seq. 


No. 

ID 


57296 
LIB3039- 


011 


-Ql- 


•El 


-A6 


Seq. 
Seq. 


No. 

ID 


57297 
LIB3039- 


011 


-Ql- 


•El 


-A7 


Seq. 
Seq. 


No. 

ID 


57298 
LIB3039- 


011 


-Ql- 


El 


-B10 


Seq. 
Seq. 


No. 

ID 


57299 
LIB3039- 


011 


-Ql- 


El 


-B6 


Seq. 
Seq. 


No. 

ID 


57300 
LIB3039- 


011 


-Ql- 


El 


-C10 


Seq. 
Seq. 


No. 

ID 


57301 
LIB3039- 


011 


-Ql- 


El 


-C12 


Seq. 
Seq. 


No. 

ID 


57302 
LIB3039- 


011 


-Ql- 


El 


-C4 


Seq. 
Seq. 


No. 

ID 


57303 
LIB3039- 


011 


-Ql- 


El 


-C5 



9271 



Seq. 
Seq. 


No. 

ID 


• 

57304 
LIB3039- 


011- 


-Ql 


-El 


-C7 


Seq. 
Seq. 


No. 

ID 


57305 
LIB3039- 


011- 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


57306 
LIB3039- 


011- 


-Ql- 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


57307 
LIB3039- 


011- 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 
ID 


57308 
LIB3039- 


011 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 
ID 


57309 
LIB3039- 


011 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 
ID 


57310 
LIB3039- 


011 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 
ID 


57311 
LIB3039- 


011 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 
ID 


57312 
LIB3039- 


011 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


57313 
LIB3039- 


011 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


57314 
LIB3039- 


011 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


57315 
LIB3039- 


011 


-Ql 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


57316 
LIB3039- 


011 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


57317 
LIB3039- 


011 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


57318 
LIB3039- 


011 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 
ID 


57319 
LIB3039- 


011 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


57320 
LIB3039- 


011 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


57321 
LIB3039- 


011 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


57322 
LIB3039- 


011 


-Ql 


-El 


-Gil 



9272 




Seq. 
Seq. 


No. 

ID 


57323 
LIB3039- 


011- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


57324 
LIB3039- 


011- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


57325 
LIB3039- 


011- 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 

ID 


57326 
LIB3039- 


011- 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 

ID 


57327 
LIB3039- 


011- 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 

ID 


57328 
LIB3039- 


■012- 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


57329 
LIB3039- 


■012- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


57330 
LIB3039- 


•012- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 
ID 


57331 
LIB3039- 


•012- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 
ID 


57332 
LIB3039- 


■012- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


57333 
LIB3039- 


■012 


-Ql 


-El- 


-B3 


Seq. 
Seq. 


No. 
ID 


57334 
LIB3039- 


■012 


-Ql 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


57335 
LIB3039- 


■012 


-Ql 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


57336 
LIB3039- 


■012 


-Ql 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


57337 
LIB3039- 


•012 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


57338 
LIB3039- 


■012 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 
ID 


57339 
LIB3039- 


■012 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 
ID 


57340 
LIB3039- 


■012 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


57341 
LIB3039- 


-012 


-Ql 


-El 


-D12 



9273 



Seq. 
Seq. 


No. 

ID 


57342 
LIB3039- 


012- 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 

ID 


57343 
LIB3039- 


•012- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


57344 
LIB3039- 


012- 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 

ID 


57345 
LIB3039- 


•012- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 
ID 


57346 
LIB3039- 


■012- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


57347 
LIB3039- 


■012- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


57348 
LIB3039- 


■012- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 

ID 


57349 
LIB3039- 


■012- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 

ID 


57350 
LIB3039- 


•012- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


57351 
LIB3039- 


■012- 


-Ql' 


-El' 


-F9 


Seq. 
Seq. 


No. 

ID 


57352 
LIB3039- 


■012- 


-Ql 


-El' 


-Gil 


Seq. 
Seq. 


No. 

ID 


57353 
LIB3039- 


■012- 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


57354 
LIB3039- 


-012 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


57355 
LIB3039- 


-012 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 
ID 


57356 
LIB3039- 


-012 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


57357 
LIB3039- 


-012 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


57358 
LIB3039- 


-012 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 
ID 


57359 
LIB3039- 


-012 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


57360 
LIB3039- 


-013 


-Ql 


-El 


-All 



9274 



Seq. 
Seq. 


No. 

ID 


57361 
LIB3039- 


013- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 
ID 


57362 
LIB3039- 


013- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


57363 
LIB3039- 


013- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 

ID 


57364 
LIB3039- 


013- 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 
ID 


57365 
LIB3039- 


013- 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 
ID 


57366 
LIB3039- 


013- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


57367 
LIB3039- 


013- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 
ID 


57368 
LIB3039- 


■013- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


57369 
LIB3039- 


■013- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


57370 
LIB3039- 


■013- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


57371 
LIB3039- 


■013- 


-Ql- 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


57372 
LIB3039- 


■013- 


-Ql- 


-El' 


-Dl 


Seq. 
Seq. 


No. 

ID 


57373 
LIB3039- 


■013- 


-Ql- 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


57374 
LIB3039- 


■013- 


-Ql- 


-El 


-D3 


Seq. 
Seq. 


No. 
ID 


57375 
LIB3039- 


■013- 


-Ql- 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


57376 
LIB3039- 


■013- 


-Ql' 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


57377 
LIB3039- 


■013- 


-Ql- 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


57378 
LIB3039- 


■013- 


-Ql- 


-El 


-D9 


Seq. 
Seq. 


No. 
ID 


57379 
LIB3039- 


■013- 


-Ql' 


-El 


-El 



9275 



Seq. 
Seq. 


No. 
ID 


57380 
LIB3039- 


013- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


57381 
LIB3039- 


•013- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 
ID 


57382 
LIB3039- 


013- 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 
ID 


57383 
LIB3039- 


013- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 
ID 


57384 
LIB3039- 


•013- 


-Ql- 


-El- 


-Fll 


Seq. 
Seq. 


No. 

ID 


57385 
LIB3039- 


•013- 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


57386 
LIB3039- 


•013- 


-Ql- 


-El' 


-F8 


Seq. 
Seq. 


No. 

ID 


57387 
LIB3039- 


■013- 


-Ql- 


-El' 


-F9 


Seq. 
Seq. 


No. 

ID 


57388 
LIB3039- 


■013- 


-Ql- 


-El' 


-G10 


Seq. 
Seq. 


No. 

ID 


57389 
LIB3039- 


■013- 


-Ql- 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


57390 
LIB3039- 


■013- 


-Ql- 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


57391 
LIB3039- 


•013- 


-Ql- 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


57392 
LIB3039- 


■013- 


-Ql- 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


57393 
LIB3039- 


■013- 


-Ql- 


-El 


-G7 


Seq. 
Seq. 


No. 
ID 


57394 
LIB3039- 


■013- 


-Ql- 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


57395 
LIB3039- 


•013- 


-Ql- 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


57396 
LIB3039- 


■013- 


-Ql- 


-El 


-HI 


Seq. 
Seq. 


No. 
ID 


57397 
LIB3039- 


■013- 


-Ql- 


-El- 


-Hll 


Seq. 
Seq. 


No. 

ID 


57398 
LIB3039- 


•013- 


-Ql- 


-El 


-H5 



9276 




Seq. 
Seq. 


No. 

ID 


57399 
LIB3039- 


■013- 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 

ID 


57400 
LIB3039- 


■013- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


57401 
LIB3039- 


■014- 


-Ql- 


-El- 


-A10 


Seq. 
Seq, 


No. 

ID 


57402 
LIB3039- 


■014- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 

ID 


57403 
LIB3039- 


■014 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


57404 
LIB3039- 


■014 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


57405 
LIB3039- 


■014 


-Ql- 


-El- 


-A6 


Seq. 
Seq. 


No. 

ID 


57406 
LIB3039- 


■014 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 

ID 


57407 
LIB3039- 


•014 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 

ID 


57408 
LIB3039- 


■014 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


57409 
LIB3039- 


■014 


-Ql- 


-El 


-C10 


Seq. 
Seq. 


No. 
ID 


57410 
LIB3039- 


■014 


-Ql- 


-El 


-Cll 


Seq. 
Seq. 


No. 
ID 


57411 
LIB3039- 


■014 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 
ID 


57412 
LIB3039- 


■014 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 
ID 


57413 
LIB3039- 


■014 


-Ql' 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


57414 
LIB3039- 


■014 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 
ID 


57415 
LIB3039- 


■014 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


57416 
LIB3039- 


■014 


-Ql- 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


57417 
LIB3039- 


■014 


-Ql- 


-El- 


-E10 



9277 



Seq. 
Seq. 


No. 
ID 


57418 
LIB3039- 


014- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 
ID 


57419 
LIB3039- 


014- 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 
ID 


57420 
LIB3039- 


014- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


57421 
LIB3039- 


■014- 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


57422 
LIB3039- 


■014- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


57423 
LIB3039- 


■014- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


57424 
LIB3039- 


■014- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


57425 
LIB3039- 


■014- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


57426 
LIB3039- 


■014 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


57427 
LIB3039- 


■014 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 

ID 


57428 
LIB3039- 


■014 


-Ql- 


-El- 


-Hll 


Seq. 
Seq. 


No. 

ID 


57429 
LIB3039- 


-014 


-Ql- 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


57430 
LIB3039- 


-014 


-Ql- 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


57431 
LIB3039- 


-014 


-Ql- 


-El 


-H4 


Seq. 
Seq. 


No. 
ID 


57432 
LIB3039- 


-014 


-Ql- 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


57433 
LIB3039- 


-014 


-Ql' 


-El 


-H8 


Seq. 
Seq. 


No. 
ID 


57434 
LIB3039- 


-014 


-Ql' 


-El 


-H9 


Seq. 
Seq. 


No. 
ID 


57435 
LIB3039- 


-015 


-Ql' 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


57436 
LIB3039- 


-015 


-Ql 


-El 


-A5 



9278 



Seq. 
Seq. 


No. 

ID 


57437 
LIB3039- 


015- 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 

ID 


57438 
LIB3039- 


■015- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


57439 
LIB3039- 


•015- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


57440 
LIB3039- 


■015- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


57441 
LIB3039- 


■015- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 
ID 


57442 
LIB3039- 


■015- 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


57443 
LIB3039- 


■015- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


NO. 

ID 


57444 
LIB3039- 


-015- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


57445 
LIB3039- 


-015- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


57446 
LIB3039- 


■015- 


-Ql- 


-El- 


-C3 


Seq. 
Seq. 


No. 

ID 


57447 
LIB3039- 


-015- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


57448 
LIB3039- 


-015- 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


57449 
LIB3039- 


-015- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 

ID 


57450 
LIB3039- 


-015- 


-Ql' 


-El- 


-Dl 


Seq. 
Seq. 


No. 

ID 


57451 
LIB3039- 


-015- 


-Ql 


-El- 


-D12 


Seq. 
Seq. 


No. 
ID 


57452 
LIB3039- 


-015- 


-Ql 


-El- 


-D3 


Seq. 
Seq. 


No. 

ID 


57453 
LIB3039- 


-015- 


-Ql 


-El' 


-D4 


Seq. 
Seq. 


No. 
ID 


57454 
LIB3039- 


-015- 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


57455 
LIB3039- 


-015' 


-Ql 


-El 


-E3 



9279 




Seq. 
Seq. 


No. 

ID 


57456 
LIB3039- 


015- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 
ID 


57457 
LIB3039- 


015- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 
ID 


57458 
LIB3039- 


015- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 

ID 


57459 
LIB3039- 


015- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 

ID 


57460 
LIB3039- 


015- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


57461 
LIB3039- 


015- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


57462 
LIB3039- 


015- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 
ID 


57463 
LIB3039- 


■015- 


-Ql- 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


57464 
LIB3039- 


■015- 


-Ql- 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


57465 
LIB3039- 


■015- 


-Ql- 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


57466 
LIB3039- 


-015- 


-Ql- 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


57467 
LIB3039- 


■015- 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


57468 
LIB3039- 


■016- 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


57469 
LIB3039- 


-016 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 
ID 


57470 
LIB3039- 


-016 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 
ID 


57471 
LIB3039- 


-016 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


57472 
LIB3039- 


-016 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


57473 
LIB3039- 


-016 


-Ql 


-El 


-D5 


Seq. 
Seq, 


No, 

ID 


57474 
LIB3039- 


-016 


-Ql 


-El 


-E10 



9280 




Seq. 
Seq. 


No. 
ID 


57475 
LIB3039- 


016- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


57476 
LIB3039- 


■016- 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 

ID 


57477 
LIB3039- 


016- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 

ID 


57478 
LIB3039- 


■016- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


57479 
LIB3039- 


■016- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 
ID 


57480 
LIB3039- 


■016- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


57481 
LIB3039- 


■016- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 
ID 


57482 
LIB3039- 


■016- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 

ID 


57483 
LIB3039- 


-016- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


57484 
LIB3039- 


-016- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


57485 
LIB3039- 


■016- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


57486 
LIB3039- 


■016- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


57487 
LIB3039- 


-016- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 
ID 


57488 
LIB3039- 


-016- 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 
ID 


57489 
LIB3039- 


-017- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 

ID 


57490 
LIB3039- 


-017- 


-Ql- 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


57491 
LIB3039- 


-017- 


-Ql- 


-El 


-A5 


Seq. 
Seq. 


No. 
ID 


57492 
LIB3039- 


-017 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


57493 
LIB3039- 


-017 


-Ql 


-El 


-Bll 



9281 



Seq. 
Seq. 


No. 
ID 


57494 
LIB3039- 


017- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


57495 
LIB3039- 


017- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 
ID 


57496 
LIB3039- 


017- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


57497 
LIB3039- 


•017- 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


57498 
LIB3039- 


■017- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


57499 
LIB3039- 


■017- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


57500 
LIB3039- 


■017- 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


57501 
LIB3039- 


■017- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


57502 
LIB3039- 


■017- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 
ID 


57503 
LIB3039- 


-017- 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 

ID 


57504 
LIB3039- 


■017- 


-Ql- 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


57505 
LIB3039- 


-017 


-Ql- 


-El 


-D12 


Seq. 
Seq. 


No. 
ID 


57506 
LIB3039- 


-017 


-Ql- 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


57507 
LIB3039- 


-017 


-Ql- 


-El 


-D8 


Seq. 
Seq. 


No. 
ID 


57508 
LIB3039- 


-017 


-Ql- 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


57509 
LIB3039- 


-017 


-Ql 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


57510 
LIB3039- 


-017 


-Ql- 


-El 


-E6 


Seq. 
Seq. 


No. 
ID 


57511 
LIB3039- 


-017 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 
ID 


57512 
LIB3039- 


-017 


-Ql 


-El 


-E8 



9282 



Seq. 
Seq. 


No. 

ID 


57513 
LIB3039- 


■017- 


■Ql- 


■El- 


■E9 


Seq, 
Seq. 


No. 

ID 


57514 
LIB3039- 


■017- 


•Ql- 


■El- 


■F3 


Seq. 
Seq. 


No. 

ID 


57515 
LIB3039- 


■017- 


-Ql- 


■El- 


-F5 


Seq. 
Seq. 


No. 
ID 


57516 
LIB3039- 


■017- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 
ID 


57517 
LIB3039- 


-017- 


-Ql- 


-El- 


•F8 


Seq. 
Seq. 


No. 

ID 


57518 
LIB3039- 


■017- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 

ID 


57519 
LIB3039- 


-017- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


57520 
LIB3039- 


-017- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


57521 
LIB3039- 


-017- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


57522 
LIB3039- 


-017- 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 

ID 


57523 
LIB3039- 


-017- 


-Ql- 


-El- 


-Hll 


Seq. 
Seq. 


No. 
ID 


57524 
LIB3039- 


-017- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


57525 
LIB3039- 


-017- 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 

ID 


57526 
LIB3039- 


-017- 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 
ID 


57527 
LIB3039- 


-017' 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


57528 
LIB3039- 


-018 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 
ID 


57529 
LIB3039- 


-018 


-Ql 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


57530 
LIB3039- 


-018 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


57531 
LIB3039- 


-018 


-Ql 


-El 


-A7 



9283 




Seq. 
Seq. 


No. 

ID 


57532 
LIB3039- 


018- 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


57533 
LIB3039- 


018- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


57534 
LIB3039- 


018- 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


57535 
LIB3039- 


018- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 

ID 


57536 
LIB3039- 


018- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 
ID 


57537 
LIB3039- 


018- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


57538 
LIB3039- 


018- 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


57539 
LIB3039- 


■018- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


57540 
LIB3039- 


-018 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 

ID 


57541 
LIB3039- 


-018 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 
ID 


57542 
LIB3039- 


-018 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


57543 
LIB3039- 


-018 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


57544 
LIB3039- 


-018 


-Ql 


-El 


-E12 


Seq. 
Seq. 


No. 

ID 


57545 
LIB3039- 


-018 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


57546 
LIB3039- 


-018 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


57547 
LIB3039- 


-018 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


57548 
LIB3039- 


-018 


-Ql 


-El 


-E9 


Seq. 
Seq. 


No. 
ID 


57549 
LIB3039- 


-018 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 
ID 


57550 
LIB3039- 


-018 


-Ql 


-El 


-F10 



9284 



Seq. 
Seq. 


No. 

ID 


57551 
LIB3039- 


018- 


Ql- 


-El- 


-Fll 


Seq. 
Seq. 


No. 

ID 


57552 
LIB3039- 


018- 


Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 
ID 


57553 
LIB3039- 


018- 


■Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


57554 
LIB3039- 


■018- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


57555 
LIB3039- 


•018- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


57556 
LIB3039- 


-018- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


57557 
LIB3039- 


-018- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 

ID 


57558 
LIB3039- 


-018- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


57559 
LIB3039- 


-018- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


57560 
LIB3039- 


-018- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


57561 
LIB3039- 


-018- 


-Ql- 


-El 


-G4 


Seq. 
Seq. 


No. 
ID 


57562 
LIB3039- 


-018- 


-Ql- 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


57563 
LIB3039- 


-018- 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 
ID 


57564 
LIB3039- 


-018- 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 
ID 


57565 
LIB3039- 


-018- 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


57566 
LIB3039- 


-019- 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


57567 
LIB3039- 


-019- 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


57568 
LIB3039 


-019 


-Ql 


-El 


-B8 


Seq. 
Seq. 


No. 

ID 


57569 
LIB3039 


-019 


-Ql 


-El 


-B9 



9285 



Seq. 
Seq. 


No. 

ID 


57570 
LIB3039- 


019- 


Ql- 


El- 


■C10 


Seq. 
Seq. 


No. 

ID 


57571 
LIB3039- 


019- 


Ql- 


■El- 


■C12 


Seq. 
Seq. 


No. 

ID 


57572 
LIB3039- 


019- 


Ql- 


•El- 


-C2 


Seq. 
Seq. 


No. 

ID 


57573 
LIB3039- 


019- 


-Ql- 


-El- 


-C3 


Seq. 
Seq. 


No. 
ID 


57574 
LIB3039- 


■019- 


-Ql- 


-El- 


-C5 


Seq. 
Seq. 


No. 

ID 


57575 
LIB3039- 


■019- 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


57576 
LIB3039- 


-019- 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 

ID 


57577 
LIB3039- 


-019- 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


57578 
LIB3039- 


-019- 


-Ql- 


-El- 


-D4 


Seq. 
Seq. 


No. 
ID 


57579 
LIB3039- 


-019- 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 
ID 


57580 
LIB3039- 


-019- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


57581 
LIB3039- 


-019- 


-Ql- 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


57582 
LIB3039- 


-019- 


-Ql- 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


57583 
LIB3039- 


-019- 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


57584 
LIB3039- 


-019 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


57585 
LIB3039- 


-019 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


57586 
LIB3039- 


-019 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


57587 
LIB3039 


-019 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


57588 
LIB3039 


-019 


-Ql 


-El 


-H9 



9286 



Seq. 
Seq. 


No. 

ID 


57589 
LIB3039- 


020- 


•Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


57590 
LIB3039- 


■020- 


-Ql- 


»E1- 


-A4 


Seq. 
Seq. 


No. 

ID 


57591 
LIB3039- 


■020- 


-Ql- 


■El- 


-A6 


Seq. 
Seq. 


No. 

ID 


57592 
LIB3039- 


■020- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


57593 
LIB3039- 


-020- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 
ID 


57594 
LIB3039- 


-020- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 
ID 


57595 
LIB3039- 


-020- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


57596 
LIB3039- 


-020- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


57597 
LIB3039- 


-020- 


-Ql- 


-El- 


~C6 


Seq. 
Seq. 


No. 

ID 


57598 
LIB3039- 


-020- 


-Ql- 


-El- 


-D3 


Seq. 
Seq. 


No. 

ID 


57599 
LIB3039- 


-020- 


-Ql- 


-El- 


-D4 


Seq. 
Seq. 


No. 

ID 


57600 
LIB3039- 


-020- 


-Ql- 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


57601 
LIB3039- 


-020- 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 
ID 


57602 
LIB3039- 


-020 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


57603 
LIB3039 


-020 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 
ID 


57604 
LIB3039 


-020 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 
ID 


57605 
LIB3039 


-020 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


57606 
LIB3039 


-020 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 
ID 


57607 
LIB3039 


-020 


-Ql 


-El 


-F12 



9287 



Seq. 
Seq. 


No. 

ID 


57608 
LIB3039- 


020- 


■Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


57609 
LIB3039- 


■020- 


*Q1- 


-El- 


•Gil 


Seq. 
Seq. 


No. 

ID 


57610 
LIB3039- 


-020- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


57611 
LIB3039- 


-020- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 
ID 


57612 
LIB3039- 


-020- 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 
ID 


57613 
LIB3039- 


-020- 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 

ID 


57614 
LIB3039- 


-020- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


57615 
LIB3039- 


-021- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 

ID 


57616 
LIB3039- 


-021- 


-Ql- 


-El- 


-A6 


Seq. 
Seq. 


No. 

ID 


57617 
LIB3039- 


-021- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 

ID 


57618 
LIB3039- 


-021- 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 
ID 


57619 
L.IB3039- 


-021- 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


57620 
LIB3039- 


-021- 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


57621 
LIB3039- 


-021- 


-Ql 


-El 


-B8 


Seq. 
Seq. 


No. 
ID 


57622 
LIB3039- 


-021 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


57623 
LIB3039- 


-021 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


57624 
LIB3039 


-021 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 
ID 


57625 
LIB3039 


-021 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


57626 
LIB3039 


-021 


-Ql 


-El 


-C6 



9288 



Seq. 
Seq. 


No. 
ID 


57627 
LIB3039- 


021- 


Ql- 


El- 


Dll 


Seq. 
Seq. 


No. 

ID 


57628 
LIB3039- 


021- 


Ql- 


El- 


D3 


Seq. 
Seq. 


No. 

ID 


57629 
LIB3039- 


021- 


■Ql- 


■El- 


■D4 


Seq. 
Seq. 


No. 

ID 


57630 
LIB3039- 


021- 


■Ql- 


■El- 


-D5 


Seq. 
Seq. 


No. 
ID 


57631 
LIB3039- 


021- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


57632 
LIB3039- 


■021- 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 
ID 


57633 
LIB3039- 


•021- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


57634 
LIB3039- 


■021- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 
ID 


57635 
LIB3039- 


-021- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


57636 
LIB3039- 


-021- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


57637 
LIB3039- 


-021- 


-Ql- 


-El- 


-E9 


Seq. 
Seq. 


No. 
ID 


57638 
LIB3039- 


-021- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 

ID 


57639 
LIB3039- 


-021- 


-Ql 


-El- 


-F5 


Seq. 
Seq. 


No. 
ID 


57640 
LIB3039- 


-021 


-Ql 


-El 


-G10 


Seq. 
Seq. 


No. 
ID 


57641 
LIB3039- 


-021 


-Ql 


-El 


-G4 


Seq. 
Seq. 


NO. 
ID 


57642 
LIB3039- 


-021 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


57643 
LIB3039- 


-021 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


57644 - 
LIB3039- 


-021 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


57645 
LIB3039 


-021 


-Ql 


-El 


-H4 



9289 




Seq. 
Seq. 


No. 

ID 


57646 
LIB3039- 


-021- 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 

ID 


57647 
LIB3039- 


-022- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 
ID 


57648 
LIB3039- 


-022- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


57649 
LIB3039- 


-022- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


57650 
LIB3039- 


-022- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


57651 
LIB3039- 


-022- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


57652 
LIB3039- 


-022- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


57653 
LIB3039- 


-022- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


57654 
LIB3039- 


-022- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


57655 
LIB3039- 


-022- 


-Ql- 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


57656 
LIB3039- 


-022- 


-Ql- 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


57657 
LIB3039 


-022 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


57658 
LIB3039 


-022 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 
ID 


57659 
LIB3039 


-022 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 
ID 


57660 
LIB3039 


-022 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 
ID 


57661 
LIB3039 


-022 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


57662 
LIB3039 


-022 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No/ 
ID 


57663 
LIB3039 


-022 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


57664 
LIB3039 


-022 


-Ql 


-El 


-D5 



9290 



Seq. 
Seq. 


No. 

ID 


57665 
LIB3039- 


022- 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


57666 
LIB3039- 


022- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


57667 
LIB3039- 


022- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


57668 
LIB3039- 


022- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 
ID 


57669 
LIB3039- 


022- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 
ID 


57670 
LIB3039- 


022- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


57671 
LIB3039- 


022- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 

ID 


57672 
LIB3039- 


022- 


-Ql- 


-El 


-E7 


Seq. 
Seq. 


No. 

ID 


57673 
LIB3039- 


•022- 


-Ql- 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


57674 
LIB3039- 


■022- 


-Ql- 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


57675 
LIB3039- 


-022 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


57676 
LIB3039- 


-022 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


57677 
LIB3039- 


-022 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


57678 
LIB3039- 


-022 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


57679 
LIB3039- 


-022 


-Ql 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


57680 
LIB3039- 


-022 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


57681 
LIB3039- 


-022 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. - 
ID 


576-82 
LIB3039- 


-022 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 
ID 


57683 
LIB3039- 


-022 


-Ql 


-El 


-H4 



9291 




Seq. 
Seq. 


No. 

ID 


57684 
LIB3039- 


022- 


•Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 
ID 


57685 
LIB3039- 


022- 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 
ID 


57686 
LIB3039- 


023- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


57687 
LIB3039- 


•023- 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


57688 
LIB3039- 


■023- 


-Ql- 


■El- 


-A12 


Seq. 
Seq. 


No. 

ID 


57689 
LIB3039- 


-023- 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 
ID 


57690 
LIB3039- 


-023- 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 

ID 


57691 
LIB3039- 


-023- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


57692 
LIB3039- 


-023- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


57693 
LIB3039- 


-023- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


57694 
LIB3039- 


-023- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


57695 
LIB3039- 


-023- 


-Ql- 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


57696 
LIB3039- 


-023- 


-Ql- 


-El 


-C6 


Seq. 
Seq. 


No. 
ID 


57697 
LIB3039- 


-023- 


-Ql- 


-El 


-C8 


Seq. 
Seq. 


No. 
ID 


57698 
LIB3039- 


-023- 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 
ID 


57699 
LIB3039- 


-023 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


57700 
LIB3039- 


-023 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


57701 
LIB3039 


-023 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 
ID 


57702 
LIB3039 


-023 


-Ql 


-El 


-D4 



9292 



Seq. 
Seq. 


No. 

ID 


57703 
LIB3039- 


-023- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 
ID 


57704 
LIB3039- 


-023- 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 

ID 


57705 
LIB3039- 


-023- 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


57706 
LIB3039- 


-023- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 
ID 


57707 
LIB3039- 


-023- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


57708 
LIB3039- 


-023- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


57709 
LIB3039- 


-023- 


-Ql- 


-El- 


-E9 


Seq. 
Seq. 


No. 

ID 


57710 
LIB3039- 


-023- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


57711 
LIB3039- 


-023- 


-Ql- 


-El- 


-Fll 


Seq. 
Seq. 


No. 

ID 


57712 
LIB3039- 


-023- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 
ID 


57713 
LIB3039- 


-023- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


57714 
LIB3039- 


-023- 


-Ql- 


-El' 


-F7 


Seq. 
Seq. 


No. 

ID 


57715 
LIB3039- 


-023- 


-Ql' 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


57716 
LIB3039- 


-023- 


-Ql' 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


57717 
LIB3039- 


-023- 


-Ql 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


57718 
LIB3039- 


-023- 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


57719 
LIB3039- 


-023- 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 
ID 


57720 
LIB3039' 


-023- 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


57721 
LIB3039' 


-023 


-Ql 


-El 


-H3 



9293 



Seq. 
Seq. 


No. 
ID 


57722 
LIB3039- 


023- 


-Ql- 


■El- 


-H5 


Seq. 
Seq. 


No. 

ID 


57723 
LIB3039- 


•023- 


-Ql- 


■El- 


-H8 


Seq. 
Seq. 


No. 

ID 


57724 
LIB3039- 


■023- 


-Ql- 


■El- 


-H9 


Seq. 
Seq. 


No. 

ID 


57725 
LIB3039- 


■024- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 
ID 


57726 
LIB3039- 


■024- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


57727 
LIB3039- 


-024- 


-Ql- 


■El- 


-A3 


Seq. 
Seq. 


No. 

ID 


57728 
LIB3039- 


-024- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


57729 
LIB3039- 


-024- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


57730 
LIB3039- 


-024- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


57731 
LIB3039- 


-024- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


57732 
LIB3039- 


-024- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


57733 
LIB3039- 


-024- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


57734 
LIB3039- 


-024- 


-Ql- 


-El- 


-C5 


Seq. 
Seq. 


No. 

ID 


57735 
LIB3039- 


-024 


-Ql- 


-EL 


-C6 


Seq. 
Seq. 


No. 

ID 


57736 
LIB3039- 


-024 


-Ql- 


-EL 


-Dll 


Seq. 
Seq. 


No. 

ID 


57737 
LIB3039- 


-024 


-Ql- 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


57738 
LIB3039- 


-024 


-Ql- 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


57739 
LIB3039- 


-024 


-Ql' 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


57740 
LIB3039- 


-024 


-Ql 


-El 


-E2 



9294 




Seq. 
Seq. 


No. 

ID 


57741 
LIB3039- 


024- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


57742 
LIB3039- 


024- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 
ID 


57743 
LIB3039- 


024- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


57744 
LIB3039- 


024- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


57745 
LIB3039- 


024- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 

ID 


57746 
LIB3039- 


024- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 
ID 


57747 
LIB3039- 


024- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


57748 
LIB3039- 


024 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


57749 
LIB3039- 


024 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


57750 
LIB3039- 


•024 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


57751 
LIB3039- 


■024 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


57752 
LIB3039- 


-024 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


57753 
LIB3039- 


-024 


-Ql 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


57754 
LIB3039- 


-024 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


57755 
LIB3039- 


-024 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


57756 
LIB3039- 


•024 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


57757 
LIB3039- 


-024 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


57758 
LIB3039- 


-025 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


57759 
LIB3039- 


-025 


-Ql 


-El 


-A4 



9295 



Seq. 
Seq. 


No. 
ID 


57760 
LIB3039- 


025- 


-Ql- 


-El- 


•Bl 


Seq. 
Seq. 


No. 

ID 


57761 
LIB3039- 


025- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


57762 
LIB3039- 


025- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 
ID 


57763 
LIB3039- 


025- 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


57764 
LIB3039- 


025- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 

ID 


57765 
LIB3039- 


025- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


57766 
LIB3039- 


■025- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


57767 
LIB3039- 


-025- 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 
ID 


57768 
LIB3039- 


■025- 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 

ID 


57769 
LIB3039- 


-025- 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


57770 
LIB3039- 


-025- 


-Ql- 


-El 


-Fl 


Seq. 
Seq. 


No. 
ID 


57771 
LIB3039- 


-025- 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


57772 
LIB3039- 


-025 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


57773 
LIB3039- 


-025 


-Ql 


-El 


-G5 


Seq. 
Seq. 


No. 
ID 


57774 
LIB3039- 


-025 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


57775 
LIB3039- 


-025 


-Ql 


-El 


-G9 


Seq. 
Seq. 


No. 
ID 


57776 
LIB3039- 


-025 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


57777 
LIB3039- 


-025 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


57778 
LIB3039- 


-025 


-Ql 


-El 


-H7 



9296 



Seq. 
Seq. 


No. 
ID 


57779 
LIB3039- 


026- 


■Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


57780 
LIB3039- 


026- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 

ID 


57781 
LIB3039- 


026- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


57782 
LIB3039- 


026- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 
ID 


57783 
LIB3039- 


•026- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 
ID 


57784 
LIB3039- 


•026- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


57785 
LIB3039- 


■026- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


57786 
LIB3039- 


■026- 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


57787 
LIB3039- 


•026- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


57788 
LIB3039- 


■026- 


-Ql- 


-El' 


-B5 


Seq. 
Seq. 


No. 
ID 


57789 
LIB3039- 


■026- 


-Ql- 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


57790 
LIB3039- 


-026- 


-Ql- 


-El 


-C5 


Seq. 
Seq. 


No. 
ID 


57791 
LIB3039- 


•026- 


-Ql' 


-El 


-D10 


Seq. 
Seq. 


No. 
ID 


57792 
LIB3039- 


■026- 


-Ql 


-El 


-D3 
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-G7 


Seq. 
Seq. 


No. 
ID 


57983 
LIB3039- 


■032- 


-Ql- 


■El- 


-G8 


Seq. 
Seq. 


No. 

ID 


57984 
LIB3039- 


032- 


-Ql- 


■El- 


■G9 


Seq. 
Seq. 


No. 

ID 


57985 
LIB3039- 


032- 


■Ql- 


■El- 


•H2 


Seq. 
Seq. 
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ID 


57986 
LIB3039- 


032- 


■Ql- 


El- 


H5 


Seq. 
Seq. 


No. 
ID 


57987 
LIB3039- 


032- 


Ql- 


El- 


H8 



9307 



Seq. 
Seq. 
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ID 


<w 

57988 
LIB3039 


-033 


-Ql 
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-A5 


Seq. 
Seq. 
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ID 


57989 
LIB3039 


-033 


-Ql 


-El 


-A8 


Seq. 
Seq. 
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ID 


57990 
LIB3039 


-033 


-Ql 


-El 


-B12 


Seq. 
Seq. 
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ID 


57991 
LIB3039 


-033 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 
ID 


57992 
LIB3039 


-033 


-Ql 


-El 


-B3 


Seq. 
Seq. 
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ID 


57993 
LIB3039 


-033 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


57994 
LIB3039- 


-033 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


57995 
LIB3039- 


-033- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


57996 
LIB3039- 


-033- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


57997 
LIB3039- 


-033- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 
ID 


57998 
LIB3039- 


-033- 


-Ql- 


-El- 


-D3 


Seq. 
Seq. 


No. 

ID 


57999 
LIB3039- 


-033- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


58000 
LIB3039- 


•033- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 
ID 


58001 
LIB3039- 


•033- 


-Ql- 


■El- 


-F10 


Seq. 
Seq. 


No. 
ID 


58002 
LIB3039- 


033- 


■Ql- 


•El- 


■F2 


Seq. 
Seq. 


No. 

ID 


58003 
LIB3039- 


033- 


Ql- 


El- 


F3 


Seq. 
Seq. 


No. 

ID 


58004 
LIB3039- 


033- 


Ql- 


El- 


F5 


Seq. 
Seq. 


No. 
ID 


58005 
LIB3039- 


033- 


Ql- 


El- 


F7 


Seq. 
Seq. 


No. 

ID 


58006 
LIB3039- 


033- 


Ql- 


El- 


Gil 



9308 



Seq. 


No. 


58007 


Seq. 


ID 


LIB3039-033-Q1-E1-G9 


Seq. 


No. 


58008 


Seq. 


ID 


LIB3039-033-Q1-E1-H10 


Seq. 


No. 


58009 


Seq. 


ID 


LIB3039-033-Q1-E1-H12 


Seq. 


No. 


58010 


Seq. 


ID 


LIB3039-033-Q1-E1-H2 


Seq. 


No. 


58011 


Seq. 


ID 


LIB3039-033-Q1-E1-H4 


Seq. 


No. 


58012 


Seq. 


ID 


LIB3039-033-Q1-E1-H7 


Seq. 


No. 


58013 


Seq. 


ID 


LIB3039-033-Q1-E1-H8 


Seq. 


No. 


58014 


Seq. 


ID 


LIB3039-034-Q1-E1-A1 


Seq. 


No. 


58015 


Seq. 


ID 


LIB3039-034-Q1-E1-A11 


Seq. 


No. 


58016 


Seq. 


ID 


LIB3039-034-Q1-E1-A12 


Seq. 


No. 


58017 


Seq. 


ID 


LIB303 9-034 -Q1-E1-A3 


Seq. 


No. 


58018 


Seq. 


ID 


LIB3039-034-Q1-E1-A4 


Seq. 


No. 


58019 


Seq. 


ID 


LIB3039-034-Q1-E1-A6 


Seq. 


No. 


58020 


Seq. 


ID 


LIB3039-034-Q1-E1-A7 


Seq. 


No. 


58021 


Seq. 


ID 


LIB3039-034-Q1-E1-A9 


Seq. 


No . 


58022 


Seq. 


ID 
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Seq. 


No. 


58023 


Seq. 


ID 
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Seq. 


No. 


58024 


Seq. 


ID 


LIB3039-034-Q1-E1-C12 


Seq. 


No. 


58025 


Seq. 


ID 
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Seq. 
Seq. 


No. 

ID 
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Seq. 
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ID 
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ID 
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-034 
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-C8 


Seq. 
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ID 


58029 
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-034 
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-C9 


Seq. 
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ID 
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-034 
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-El' 


-D4 


Seq. 
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ID 


58031 
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-034' 


-Ql- 


-El' 


-D8 


Seq. 
Seq. 
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ID 


58032 
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-034- 


-Ql- 
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-D9 


Seq. 
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ID 
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-034- 
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Seq. 
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ID 


58034 
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-034- 


-Ql- 
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-E2 


Seq. 
Seq. 
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ID 


58035 
LIB3039- 


-034- 


-Ql- 


■El- 


-E4 


Seq. 
Seq. 
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ID 


58036 
LIB3039- 


-034- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 
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ID 


58037 
LIB3039- 


-034- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 
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ID 


58038 
LIB3039- 


-034- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 
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ID 


58039 
LIB3039- 


-034- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 
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LIB3039- 


■034- 


-Ql- 


-El- 


■F7 


Seq. 
Seq. 
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ID 


58041 
LIB3039- 


■034- 


-Ql- 


■El- 


■F9 


Seq. 
Seq. 


No. 

ID 


58042 
LIB3039- 


034- 


■Ql- 


■El- 


■G10 


Seq. 
Seq. 
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ID 


58043 
LIB3039- 


034- 


■Ql- 


El- 


G12 


Seq. 
Seq, 


No. 

ID 


58044 
LIB3039- 


034- 


Ql- 
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G2 
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Seq. 
Seq. 


No. 

ID 


58045 
LIB3039 
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-Ql 
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-G6 


Seq. 
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ID 


58046 
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-Ql 
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-G9 


Seq. 
Seq. 
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ID 


58047 
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-H10 


Seq. 
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ID 


58048 
LIB3039- 
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-H2 


Seq. 
Seq. 
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ID 


58049 
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-Ql- 


-El' 


-H4 


Seq. 
Seq. 
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ID 


58050 
LIB3039- 


-034' 
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-H9 


Seq. 
Seq. 
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ID 


58051 
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-035- 
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-El- 
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Seq. 
Seq. 


No. 

ID 
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LIB3039- 


-035- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


58053 
LIB3039- 


-035- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


58054 
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-035- 


-Ql- 
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-A4 


Seq. 
Seq. 
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ID 


58055 
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-035- 


-Ql- 
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Seq. 
Seq. 
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ID 
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-035- 


-Ql- 
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-A8 


Seq. 
Seq. 
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ID 
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-035- 


-Ql- 
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Seq. 
Seq. 
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ID 
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■035- 


-Ql- 
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-B10 


Seq. 
Seq. 
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ID 
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■035- 


■Ql- 


■El- 


-B2 


Seq. 
Seq. 
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ID 


58060 
LIB3039- 


035- 


-Ql- 


■El- 


-B3 


Seq. 
Seq. 


No. 

ID 


58061 
LIB3039- 


■035- 


■Ql- 


■El- 


■B5 


Seq. 
Seq. 
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ID 


58062 
LIB3039- 


035- 


■Ql- 


■El- 


•B9 


Seq. 
Seq. 
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ID 


58063 
LIB3039- 


035- 


■Ql- 


■El- 


CI 



9311 



# 



Seq. 
Seq. 


No. 

ID 


58064 
LIB3039 


-035 


-Ql 


-El 


-Cll 


Seq. 
Seq. 
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ID 
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-035 


-Ql 
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ID 
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-035 
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-035 
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ID 
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-035 
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Seq. 
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ID 
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-035 
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Seq. 
Seq. 
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ID 
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-035 


-Ql- 
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-D6 


Seq. 
Seq. 
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ID 


58071 
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-035- 


-Ql- 
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-D7 


Seq. 
Seq. 
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ID 


58072 
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-035- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 
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ID 


58073 
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-035- 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 
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ID 
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-035- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 
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ID 
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-035- 


-Ql- 
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-E12 


Seq. 
Seq. 


No. 

ID 
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-Ql- 
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Seq. 
Seq. 


No. 
ID 
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-Ql- 


■El- 


-E8 


Seq. 
Seq. 
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ID 
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-Ql- 


-El- 


-Fl 


Seq. 
Seq. 
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ID 
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■El- 


■Fll 


Seq. 
Seq. 


No. 
ID 


58080 
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035- 
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El- 


F3 


Seq. 
Seq. 
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ID 
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LIB3039- 


035- 
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F4 


Seq. 
Seq. 
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ID 
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F5 



9312 



Seq. 
Seq. 
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ID 


58083 
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-G2 


Seq. 
Seq. 
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ID 
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LIB3039 


-035 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


58085 
LIB3039- 


-035 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


58086 
LIB3039- 


-035 


-Ql' 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


58087 
LIB3039- 


-035- 


-Ql- 


-El' 


-Hll 


Seq. 
Seq. 


No. 

ID 


58088 
LIB3039- 


-035- 


-Ql- 


-El- 


-H3 


Seq. 
Seq. 


No. 
ID 


58089 
LIB3039- 


-035- 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 
ID 


58090 
LIB3039- 


-035- 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 

ID 


58091 
LIB3039- 


-036- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


58092 
LIB3039- 


-036- 


-Ql- 


■El- 


-A2 


Seq. 
Seq. 


No. 
ID 


58093 
LIB3039- 


-036- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


58094 
LIB3039- 


-036- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 
ID 


58095 
LIB3039- 


-036- 


-Ql- 


■El- 


-B6 


Seq. 
Seq. 


No. 
ID 


58096 
LIB3039- 


-036- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


58097 
LIB3039- 


•036- 


-Ql- 


■El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


58098 
LIB3039- 


■036- 


■Ql- 


-El- 


■C12 


Seq. 
Seq. 


No. 

ID 


58099 
LIB3039- 


•036- 


■Ql- 


•El- 


■C7 


Seq. 
Seq. 


No. 

ID 


58100 
LIB3039- 


036- 


Ql- 


■El- 


C8 


Seq. 
Seq. 


No. 

ID 


58101 
LIB3039- 


036- 


Ql- 


El- 


D4 



9313 



Seq. 
Seq. 


No. 

ID 


58102 
LIB3039 


-036 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


58103 
LIB3039 


-036 


-Ql 


-El 


-El 


Seq. 
Seq. 
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ID 


58104 
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-036 
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-El 


-E12 


Seq. 
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ID 


58105 
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-036 
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-E3 


Seq. 
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ID 
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-El 


-E4 


Seq. 
Seq. 
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ID 


58107 
LIB3039- 


-036 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


58108 
LIB3039- 


-036- 


-Ql- 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


58109 
LIB3039- 


-036- 


-Ql- 


-El 


-Fll 


Seq. 
Seq. 


No. 

ID 


58110 
LIB3039- 


-036- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 
ID 


58111 
LIB3039- 


-036- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


58112 
LIB3039- 


-036- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


58113 
LIB3039- 


-036- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 
ID 


58114 
LIB3039- 


-036- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


58115 
LIB3039- 


-036- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


58116 
LIB3039- 


■036- 


-Ql- 


■El- 


-H4 


Seq. 
Seq. 


No. 
ID 


58117 
LIB3039- 


•036- 


■Ql- 


•El- 


-H5 


Seq. 
Seq. 


No. 

ID 


58118 
LIB3039- 


036- 


■Ql- 


El- 


■H7 


Seq. 
Seq. 


No. 

ID 


58119 
LIB3039- 


036- 


Ql- 


El- 


■H9 


Seq. 
Seq. 


No. 

ID 


58120 
LIB3039- 


037- 


Ql- 


El- 


A12 



9314 



Seq. 
Seq. 


No. 

ID 


58121 
LIB3039- 


-037 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


58122 
LIB3039- 


-037 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 
ID 


58123 
LIB3039- 


-037 


-Ql- 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


58124 
LIB3039- 


-037 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


58125 
LIB3039- 


-037- 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


58126 
LIB3039- 


-037- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 
ID 


58127 
LIB3039- 


-037- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


58128 
LIB3039- 


-037- 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


58129 
LIB3039- 


-037- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


58130 
LIB3039- 
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-Ql- 


-El- 


-B9 


Seq. 
Seq. 
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ID 


58131 
LIB3039- 
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-Ql- 


-El- 


-C10 


Seq. 
Seq. 
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ID 


58132 
LIB3039- 
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-Ql- 


-El- 


-C2 


Seq. 
Seq. 
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ID 


58133 
LIB3039- 
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-Ql- 


-El- 


-C5 


Seq. 
Seq. 
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ID 


58134 
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-Ql- 
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-C7 


Seq. 
Seq. 
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ID 
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-Ql- 


-El- 


-Dl 


Seq. 
Seq. 
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ID 
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-Ql- 


■El- 


-D10 


Seq. 
Seq. 
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ID 


58137 
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-Ql- 


■El- 


-D3 


Seq. 
Seq. 


No. 

ID 


58138 
LIB3039- 
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-Ql- 


■El- 


■D7 


Seq. 
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ID 


58139 
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-Ql- 


■El- 


•E3 
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Seq. 
Seq. 
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ID 


58140 
LIB3039 


-037 
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-El 


-E4 


Seq. 
Seq. 


No. 

ID 


58141 
LIB3039 


-037 


-Ql 


-El 


-E7 


Seq. 
Seq. 
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ID 


58142 
LIB3039 


-037 


-Ql 


-El 


-E8 


Seq. 
Seq. 
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ID 


58143 
LIB3039- 


-037 


-Ql 


-El 


-E9 


Seq. 
Seq. 
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ID 


58144 
LIB3039- 


-037 


-Ql 


-El 


-Fl 


Seq. 
Seq. 
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ID 


58145 
LIB3039- 


-037 


-Ql- 


-El 


-F10 


Seq. 
Seq. 
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ID 


58146 
LIB3039- 


-037 


-Ql- 


-El 


-Fll 


Seq. 
Seq. 
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ID 


58147 
LIB3039- 


-037- 


-Ql* 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


58148 
LIB3039- 


-037- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 
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ID 


58149 
LIB3039- 


-037- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


58150 
LIB3039- 


-037- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


58151 
LIB3039- 


-037- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 

ID 


58152 
LIB3039- 


-037- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


58153 
LIB3039- 


-037- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


58154 
LIB3039- 


-037- 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 

ID 


58155 
LIB3039- 


•037- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 

ID 


58156 
LIB3039- 


037- 


-Ql- 


■El- 


-H12 


Seq. 
Seq. 


No. 

ID 


58157 
LIB3039- 


037- 


-Ql- 


El- 


■H2 


Seq. 
Seq. 


No. 
ID 


58158 
LIB3039- 


037- 


-Ql- 


El- 


■H3 



9316 



Seq. 
Seq. 


No. 

ID 


58159 
LIB3039- 


-037 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 
ID 


58160 
LIB3039- 


-037 


-Ql- 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


58161 
LIB3039- 


-038 


-Ql- 


-El 


-Al 


Seq. 
Seq. 


No. 
ID 


58162 
LIB3039- 


-038- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 

ID 


58163 
LIB3039- 


-038- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


58164 
LIB3039- 


-038- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 

ID 


58165 
LIB3039- 


-038- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 
ID 


58166 
LIB3039- 


-038- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 
ID 


58167 
LIB3039- 


-038- 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


58168 
LIB3039- 


-038- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 
ID 


58169 
LIB3039- 


-038- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


58170 
LIB3039- 


-038- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 
ID 


58171 
LIB3039- 


-038- 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 
ID 


58172 
LIB3039- 


-038- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


58173 
LIB3039- 


-038- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


58174 
LIB3039- 


■038- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


58175 
LIB3039- 


■038- 


-Ql- 


■El- 


-C12 


Seq. 
Seq. 


No. 

ID 


58176 
LIB3039- 


■038- 


-Ql- 


■El- 


-C2 


Seq. 
Seq. 


No. 
ID 


58177 
LIB3039- 


038- 


•Ql- 


■El- 


•C3 



9317 



# 



Seq. 
Seq. 


No. 

ID 


58178 
LIB3039 


-038 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


58179 
LIB3039 


-038 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


58180 
LIB3039 


-038 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


58181 
LIB3039 


-038 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 
ID 


58182 
LIB3039 


-038 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 
ID 


58183 
LIB3039- 


-038 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


58184 
LIB3039- 


-038 


-Ql- 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


58185 
LIB3039- 


-038 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 

ID 


58186 
LIB3039- 


-038- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 

ID 


58187 
LIB3039- 


-038- 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


58188 
LIB3039- 


-038- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


58189 
LIB3039- 


-038- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


58190 
LIB3039- 


-038- 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


58191 
LIB3039- 


-038- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 
ID 


58192 
LIB3039- 


-038- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 

ID 


58193 
LIB3039- 


038- 


-Ql- 


•El- 


-F6 


Seq. 
Seq. 


No. 
ID 


58194 
LIB3039- 


038- 


■Ql- 


El- 


-F7 


Seq. 
Seq. 


No. 
ID 


58195 
LIB3039- 


038- 


Ql- 


El- 


F8 


Seq. 
Seq. 


No. 

ID 


58196 
LIB3039- 


038- 


Ql- 


El- 


G12 



9318 



Seq. 
Seq. 


No . 

ID 


(1 

cot m 

LIB3039- 


-038 


-Ql 


-El 


-G3 


C n y» 

beq. 
Seq. 


NO . 

ID 


cot no 

LIB3039- 


■038 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No . 

ID 


c o i a n 

58199 
LIB3039- 


•038 


-Ql 


-El 


-G6 


beq. 
Seq. 


No . 
ID 


C O A A A 

58200 
LIB3039- 


-038 


-Ql 


-El 


-G8 


beq. 
Seq. 


NO. 

ID 


room 

58201 
LIB3039- 


•038 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


58202 
LIB3039- 


-038 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No . 

ID 


5820 3 
LIB3039- 


•038 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No . 

ID 


C O A A A 

58204 
LIB3039- 


•038 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No . 

ID 


C O A A C 

58205 
LIB3039- 


■038 


-Ql- 


-El 


-H9 


beq. 
Seq. 


NO . 
ID 


c o a a r 

58206 
LIB3039- 


■039 


-Ql- 


-El 


-A2 


beq. 
Seq. 


No . 

ID 


58207 
LIB3039- 


■039 


-Ql- 


-El 


-A3 


beq. 
Seq. 


No . 

ID 


58208 
LIB3039- 


039- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


58209 
LIB3039- 


039- 


-Ql- 


-El- 


-A6 


beq. 
Seq. 


No . 

ID 


C O A 1 A 

58210 
LIB3039- 


039- 


-Ql- 


-El- 


-A8 


beq. 
Seq. 


No . 

ID 


n o a -i i 

58211 
LIB3039- 


039- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 

ID 


58212 
LIB3039- 


039- 


-Ql- 


-E1- 


-CI 


Seq. 
Seq. 


No . 

ID 


58213 
LIB3039- 


039- 


-Ql- 


-El- 


-C10 


beq. 
Seq. 


No. 
ID 


58214 
LIB3039- 


039- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


58215 
LIB3039- 


039- 


-Ql- 


-El- 


-C3 



9319 




Seq. 
Seq. 


No. 

ID 


58216 
LIB3039- 


■039- 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


58217 
LIB3039- 


■039- 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 
ID 


58218 
LIB3039- 


■039- 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


58219 
LIB3039- 


■039- 


-Ql' 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


58220 
LIB3039- 


■039- 


-Ql' 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


58221 
LIB3039- 


■039- 


-QL 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


58222 
LIB3039- 


■039- 


-Ql- 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


58223 
LIB3039- 


■039- 


-Ql- 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


58224 
LIB3039- 


•039- 


-Ql- 


-El' 


-El 


Seq. 
Seq. 


No. 

ID 


58225 
LIB3039- 


■039- 


-Ql- 


-El' 


-E10 


Seq. 
Seq. 


No. 

ID 


58226 
LIB3039- 


■039- 


-Ql- 


-El' 


-E12 


Seq. 
Seq. 


No. 
ID 


58227 
LIB3039- 


■039- 


-Ql- 


-El' 


-E3 


Seq. 
Seq. 


No. 

ID 


58228 
LIB3039- 


•039- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


58229 
LIB3039- 


•039- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 
ID 


58230 
LIB3039- 


■039- 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


58231 
LIB3039- 


039- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 
ID 


58232 
LIB3039- 


039- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


58233 
LIB3039- 


039- 


"Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


58234 
LIB3039- 


039- 


-Ql- 


-El- 


-F5 



9320 



Seq. 
Seq. 


No. 

ID 


58235 
LIB3039- 


-039 


-Ql 


-El 


-Gl 


Seq. 
Seq, 


No. 

ID 


58236 
LIB3039- 


-039 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


58237 
LIB3039- 


-039 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


58238 
LIB3039- 


-039 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 
ID 


58239 
LIB3039- 


-039- 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


58240 
LIB3039- 


-040- 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


58241 
LIB3039- 


-040- 


-Ql- 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


58242 
LIB3039- 


-040- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


58243 
LIB3039- 


-040- 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 
ID 


58244 
LIB3039- 


-040- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 
ID 


58245 
LIB3039- 


-040- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 
ID 


58246 
LIB3039- 


-040- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


58247 
LIB3039- 


-040- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


58248 
LIB3039- 


•040- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 
ID 


58249 
LIB3039- 


•040- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


58250 
LIB3039- 


■040- 


-Ql- 


-El- 


■C3 


Seq. 
Seq. 


No. 

ID 


58251 
LIB3039- 


040- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


58252 
LIB3039- 


040- 


■Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 
ID 


58253 
LIB3039- 


040- 


•Ql- 


-El- 


-Dl 



9321 




Seq. 
Seq. 


No. 

ID 


58254 
LIB3039- 


-040 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


58255 
LIB3039- 


-040 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


58256 
LIB3039- 


-040 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


58257 
LIB3039- 


-040 


-Ql' 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


58258 
LIB3039- 


-040' 


-Ql- 


-El- 


-D9 


S.eq. 
Seq. 


No. 

ID 


58259 
LIB3039- 


-040' 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 
ID 


58260 
LIB3039- 


-040- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 
ID 


58261 
LIB3039- 


-040- 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


58262 
LIB3039- 


-040- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


58263 
LIB3039- 


-040- 


-Ql- 


-El- 


-E9 


Seq. 
Seq. 


No. 
ID 


58264 
LIB3039- 


•040- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


58265 
LIB3039- 


■040- 


-Ql- 


-El- 


-Fll 


Seq. 
Seq. 


No. 

ID 


58266 
LIB3039- 


■040- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 

ID 


58267 
LIB3039- 


■040- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 
ID 


58268 
LIB3039- 


■040- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


58269 
LIB3039- 


040- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


58270 
LIB3039- 


040- 


-Ql- 


■El- 


-G6 


Seq. 
Seq. 


No. 
ID 


58271 
LIB3039- 


040- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 
ID 


58272 
LIB3039- 


040- 


-Ql- 


-El- 


-G9 



9322 



Seq. 
Seq. 


No. 

ID 


58273 
LIB3039 


-040 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


58274 
LIB3039 


-040 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 
ID 


58275 
LIB3039 


-040 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


58276 
LIB3039 


-041 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 
ID 


58277 
LIB3039 


-041 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


58278 
LIB3039 


-041 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


58279 
LIB3039 


-041 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


58280 
LIB3039- 


-041 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


58281 
LIB3039- 


-041 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


58282 
LIB3039- 


-041 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


58283 
LIB3039- 


-041 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


58284 
LIB3039- 


-041 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


58285 
LIB3039- 


-041- 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 
ID 


58286 
LIB3039- 


-041- 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 
ID 


58287 
LIB3039- 


-041- 


-Ql- 


-El- 


-B8 


Seq, 
Seq. 


No. 

ID 


58288 
LIB3039- 


-041- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


58289 
LIB3039- 


-041- 


-Ql- 


-El- 


-C3 


Seq. 
Seq. 


No. 
ID 


58290 
LIB3039- 


-041- 


-Ql- 


-El- 


-C5 


Seq. 
Seq. 


No. 
ID 


58291 
LIB3039- 


-041- 


-Ql- 


-El- 


-CI 



9323 



Seq. 
Seq. 


No. 
ID 


58292 
LIB3039- 


-041 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 
ID 


58293 
LIB3039- 


-041 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


58294 
LIB3039- 


-041 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


58295 
LIB3039- 


-041 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 
ID 


58296 
LIB3039- 


-041 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 
ID 


58297 
LIB3039- 


-041- 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


58298 
LIB3039- 


-041- 


-Ql- 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


58299 
LIB3039- 


-041- 


-Ql- 


-El- 


-E7 


Seq. 
Seq, 


No. 

ID 


58300 
LIB3039- 


-041- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 
ID 


58301 
LIB3039- 


-041- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


58302 
LIB3039- 


-041- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 

ID 


58303 
LIB3039- 


-041- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 
ID 


58304 
LIB3039- 


-041- 


-Ql- 


-El- 


~F6 


Seq. 
Seq. 


No. 
ID 


58305 
LIB3039- 


■041- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


58306 
LIB3039- 


■041- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


58307 
LIB3039- 


041- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


58308 
LIB3039- 


041- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 
ID 


58309 
LIB3039- 


041- 


-Ql- 


-El- 


•G10 


Seq. 
Seq. 


No. 

ID 


58310 
LIB3039- 


041- 


■Ql- 


-El- 


-G2 



9324 



• 



Seq. 
Seq. 


No. 

ID 


58311 
LIB3039- 


-041 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 
ID 


58312 
LIB3039- 


-041 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


58313 
LIB3039- 


-041 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 
ID 


58314 
LIB3039- 


-041 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 
ID 


58315 
LIB3039- 


-041 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 
ID 


58316 
LIB3039- 


-041 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


58317 
LIB3039- 


■041- 


-Ql- 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


58318 
LIB3039- 


-041- 


-Ql- 


-El 


-H4 


Seq. 
Seq. 


No. 
ID 


58319 
LIB3039- 


-041- 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 

ID 


58320 
LIB3039- 


-041- 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 

ID 


58321 
LIB3039- 


-042- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


58322 
LIB3039- 


-042- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


58323 
LIB3039- 


-042- 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


58324 
LIB3039- 


-042- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


58325 
LIB3039- 


-042- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 

ID 


58326 
LIB3039- 


-042- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 
ID 


58327 
LIB3039- 


042- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


58328 
LIB3039- 


042- 


-Ql- 


■El- 


-B8 


Seq. 
Seq. 


No. 
ID 


58329 
LIB3039- 


042- 


-Ql- 


-El- 


-C2 



9325 



Seq. 
Seq. 


No. 

ID 


58330 
LIB3039 


-042 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


58331 
LIB3039- 


-042 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


58332 
LIB3039- 


-042 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 
ID 


58333 
LIB3039- 


-042 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 
ID 


58334 
LIB3039- 


-042 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


58335 
LIB3039- 


-042 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


58336 
LIB3039- 


-042 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


58337 
LIB3039- 


-042 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


58338 
LIB3039- 


-042 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


58339 
LIB3039- 


-042- 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


58340 
LIB3039- 


-042- 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 

ID 


58341 
LIB3039- 


-042- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


58342 
LIB3039- 


-042- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 

ID 


58343 
LIB3039- 


-042- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 
ID 


58344 
LIB3039- 


-042- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 
ID 


58345 
LIB3039- 


-042- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 
ID 


58346 
LIB3039- 


-042- 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 
ID 


58347 
LIB3039- 


■042- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 

ID 


58348 
LIB3039- 


042- 


-Ql- 


-El- 


-F8 



9326 



Seq. 
Seq. 


No. 
ID 


58349 
LIB3039- 


-042 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 
ID 


58350 
LIB3039- 


-042 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


58351 
LIB3039- 


-042 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


58352 
LIB3039- 


-042 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


58353 
LIB3039- 


-042 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


58354 
LIB3039- 


-042 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


58355 
LIB3039- 


-042 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


58356 
LIB3039- 


-042 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


58357 
LIB3039- 


-042 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


58358 
LIB3039- 


•042 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


58359 
LIB3039- 


-042- 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


58360 
LIB3039- 


■042- 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 

ID 


58361 
LIB3039- 


■043- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


58362 
LIB3039- 


■043- 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


58363 
LIB3039- 


•043- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 

ID 


58364 
LIB3039- 


043- 


-Ql- 


-El- 


-A6 


Seq. 
Seq. 


No. 

ID 


58365 
LIB3039- 


043- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


58366 
LIB3039- 


043- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 
ID 


58367 
LIB3039- 


043- 


-Ql- 


-El- 


-B5 



9327 



Seq. 
Seq. 


No. 

ID 


58368 
LIB3039 


-043 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 
ID 


58369 
LIB3039 


-043 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


58370 
LIB3039 


-043 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


58371 
LIB3039 


-043 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 
ID 


58372 
LIB3039- 


-043 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


58373 
LIB3039- 


-043 


-Ql 


-El 


-C7 


Seq. 
Seq. 


No. 
ID 


58374 
LIB3039- 


-043 


-Ql- 


-El 


-Dll 


Seq. 
Seq. 


No. 
ID 


58375 
LIB3039- 


-043- 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 

ID 


58376 
LIB3039- 


-043- 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


58377 
LIB3039- 


-043- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 
ID 


58378 
LIB3039- 


-043- 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


No. 

ID 


58379 
LIB3039- 


-043- 


-Ql- 


■El- 


-F5 


Seq. 
Seq. 


No. 

ID 


58380 
LIB3039- 


-043- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


58381 
LIB3039- 


-043- 


-Ql- 


■El- 


-G10 


Seq. 
Seq. 


No. 

ID 


58382 
LIB3039- 


■043- 


-Ql- 


•El- 


-G8 


Seq. 
Seq. 


No. 

ID 


58383 
LIB3039- 


043- 


-Ql- 


■El- 


-HI 


Seq. 
Seq. 


No. 

ID 


58384 
LIB3039- 


043- 


Ql- 


El- 


-Hll 


Seq. 
Seq. 


No. 
ID 


58385 
LIB3039- 


043- 


Ql- 


El- 


H2 


Seq. 
Seq. 


No. 

ID 


58386 
LIB3039- 


043- 


Ql- 


El- 


H4 



9328 



Seq. 
Seq. 


No. 

ID 


58387 
LIB3039 


-043 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 
ID 


58388 
LIB3039^ 


-043 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 
ID 


58389 
LIB3039- 


-044 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


58390 
LIB3039- 


-044 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


58391 
LIB3039- 


-044 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


58392 
LIB3039- 


-044 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 
ID 


58393 
LIB3039- 


-044- 


-Ql- 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


58394 
LIB3039- 


-044- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 

ID 


58395 
LIB3039- 


-044- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


58396 
LIB3039- 


-044- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 
ID 


58397 
LIB3039- 


-044- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


58398 
LIB3039- 


-044- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 

ID 


58399 
LIB3039- 


-044- 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


58400 
LIB3039- 


-044- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


58401 
LIB3039- 


■044- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


58402 
LIB3039- 


•044- 


•Ql- 


■El- 


-C3 


Seq. 
Seq. 


No. 
ID 


58403 
LIB3039- 


044- 


-Ql- 


■El- 


■C4 


Seq. 
Seq. 


No. 

ID 


58404 
LIB3039- 


044- 


■Ql- 


El- 


■CI 


Seq. 
Seq. 


No. 

ID 


58405 
LIB3039- 


044- 


Ql- 


El- 


09 



9329 



Seq. 
Seq. 


No. 

ID 


58406 
LIB3039 


-044 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


58407 
LIB3039 


-044 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


58408 
LIB3039 


-044 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


58409 
LIB3039- 


-044 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


58410 
LIB3039- 


-044 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 
ID 


58411 
LIB3039- 


-044 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


58412 
LIB3039- 


-044 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


58413 
LIB3039- 


-044 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


58414 
LIB3039- 


-044 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 

ID 


58415 
LIB3039- 


-044 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


58416 
LIB3039- 


-044 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


58417 
LIB3039- 


-044- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


58418 
LIB3039- 


-044- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


58419 
LIB3039- 


-044- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 
ID 


58420 
LIB3039- 


-044- 


-Ql- 


-El- 


-G5 


Seq. 
Seq. 


No. 

ID 


58421 
LIB3039- 


-044- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


58422 
LIB3039- 


■044- 


-Ql- 


■El- 


-H10 


Seq. 
Seq. 


No. 

ID 


58423 
LIB3039- 


■044- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


58424 
LIB3039- 


044- 


-Ql- 


-El- 


-H4 



9330 



# 



Seq. 
Seq. 


No. 
ID 


58425 
LIB3039 


-044 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


58426 
LIB3039 


-044 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


58427 
LIB3039 


-044 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


58428 
LIB3039 


-045 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


58429 
LIB3039 


-045 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 
ID 


58430 
LIB3039 


-045 


»Q1 


-El 


-B10 


Seq. 
Seq. 


No. 
ID 


58431 
LIB3039 


-045- 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


58432 
LIB3039- 


-045- 


-Ql 


-El 


-B4 


Seq, 
Seq. 


No. 

ID 


58433 
LIB3039- 


-045- 


-Ql 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


58434 
LIB3039- 


-045- 


-Ql 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


58435 
LIB3039- 


-045- 


-Ql 


-El- 


-C12 


Seq. 
Seq. 


No. 
ID 


58436 
LIB3039- 


-045- 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


58437 
LIB3039- 


-045- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


58438 
LIB3039- 


-045- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


58439 
LIB3039- 


-045- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


58440 
LIB3039- 


-045- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 
ID 


58441 
LIB3039- 


-045- 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 
ID 


58442 
LIB3039- 


-045- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


58443 
LIB3039- 


-045- 


-Ql- 


-El- 


-Ell 



9331 



Seq. 
Seq. 


No. 

ID 


58444 
LIB3039 


-045 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


58445 
LIB3039 


-045 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


58446 
LIB3039 


-045 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 
ID 


58447 
LIB3039 


-045 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


58448 
LIB3039 


-045 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


58449 
LIB3039 


-045 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


58450 
LIB3039 


-045 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


58451 
LIB3039 


-045 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


58452 
LIB3039 


-045 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


58453 
LIB3039 


-046 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


58454 
LIB3039 


-046- 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


58455 
LIB3039- 


-046- 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


58456 
LIB3039- 


-046- 


-Ql 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


58457 
LIB3039- 


-046- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


58458 
LIB3039- 


-046- 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


58459 
LIB3039- 


-046- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 
ID 


58460 
LIB3039- 


-046- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


58461 
LIB3039- 


-046- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


58462 
LIB3039- 


-046- 


-Ql- 


-El- 


-Cll 



9332 



Seq. 
Seq. 


No. 

ID 


58463 
LIB3039- 


-046 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 
ID 


58464 
LIB3039- 


-046 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


58465 
LIB3039- 


-046 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


58466 
LIB3039- 


-046 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 
ID 


58467 
LIB3039- 


-046- 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


58468 
LIB3039- 


-046- 


-Ql 


-El 


-E2 


Seq, 
Seq. 


No. 

ID 


58469 
LIB3039- 


-046- 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


58470 
LIB3039- 


-046- 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


58471 
LIB3039- 


-046- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


58472 
LIB3039- 


-046- 


-Ql- 


-El- 


-E9 


Seq. 
Seq. 


No. 

ID 


58473 
LIB3039- 


-046- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 
ID 


58474 
LIB3039- 


-046- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


58475 
LIB3039- 


-046- 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


58476 
LIB3039- 


-046- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 
ID 


58477 
LIB3039- 


■046- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 
ID 


58478 
LIB3039- 


046- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


58479 
LIB3039- 


046- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 
ID 


58480 
LIB3039- 


046- 


-Ql- 


■El- 


-F9 


Seq. 
Seq. 


No. 

ID 


58481 
LIB3039- 


046- 


■Ql- 


-El- 


-G6 



9333 



Seq. 
Seq. 


No. 

ID 


58482 
LIB3039- 


-046- 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


58483 
LIB3039- 


-046- 


-Ql 


-El 


-H4 


Seq. 
Seq. 


No. 
ID 


58484 
LIB3039- 


-046- 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


58485 
LIB3039- 


-046- 


-Ql' 


-El- 


-H7 


Seq. 
Seq. 


No. 

ID 


58486 
LIB3039- 


-047- 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


58487 
LIB3039- 


-047- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 
ID 


58488 
LIB3039- 


-047- 


-Ql- 


-El- 


-A6 


Seq. 
Seq. 


No. 

ID 


58489 
LIB3039- 


-047- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 

ID 


58490 
LIB3039- 


-047- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


58491 
LIB3039- 


-047- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


58492 
LIB3039- 


-047- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 
ID 


58493 
LIB3039- 


-047- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


58494 
LIB3039- 


-047- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


58495 
LIB3039- 


-047- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 
ID 


58496 
LIB3039- 


-047- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 
ID 


58497 
LIB3039- 


■047- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


58498 
LIB3039- 


■047- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


58499 
LIB3039- 


047- 


■Ql- 


■El- 


-C9 


Seq. 
Seq. 


No. 

ID 


58500 
LIB3039- 


047- 


•Ql- 


■El- 


-Dl 



9334 



Seq. 
Seq. 


No. 

ID 


58501 
LIB3039- 


-047 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


58502 
LIB3039- 


-047 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 
ID 


58503 
LIB3039- 


-047 


-Ql 


-El 


-E12 


Seq. 
Seq. 


No. 

ID 


58504 
LIB3039- 


-047 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 
ID 


58505 
LIB3039- 


-047 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


58506 
LIB3039- 


-047 


-Ql 


-El 


-Fll 


Seq. 
Seq. 


No. 
ID 


58507 
LIB3039- 


■047 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 
ID 


58508 
LIB3039- 


-047 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


58509 
LIB3039- 


-047 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


58510 
LIB3039- 


-047 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


58511 
LIB3039- 


•047- 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


58512 
LIB3039- 


■047- 


-Ql 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


58513 
LIB3039- 


047- 


-Ql- 
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ID 


59049 
LIB3040 


-017- 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


59050 
LIB3040 


-017- 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 

ID 


59051 
LIB3040 


-017- 


-Ql- 


-El- 


-E5 



9363 



Seq. 
Seq. 


No. 

ID 


59052 
LIB3040 


-017 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


59053 
LIB3040 


-017 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 
ID 


59054 
LIB3040 


-017 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 
ID 


59055 
LIB3040 


-017 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 
ID 


59056 
LIB3040 


-017 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 
ID 


59057 
LIB3040 


-017 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 
ID 


59058 
LIB3040 


-017 


-Ql 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


59059 
LIB3040' 


-017 


-Ql' 


-El' 


-H6 


Seq. 
Seq. 


No. 

ID 


59060 
LIB3040 


-018 


-Ql' 


-El' 


-B5 


Seq. 
Seq. 


No. 

ID 


59061 
LIB3040 


-018 


-Q1- 


-El' 


-B6 


Seq. 
Seq. 


No. 

ID 


59062 
LIB3040- 


-018 


-Ql' 


-El' 


-B7 


Seq. 
Seq. 


No. 
ID 


59063 
LIB3040- 


-018 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 
ID 


59064 
LIB3040- 


-018 


-Ql- 


-El' 


-Dl 


Seq. 
Seq. 


No. 

ID 


59065 
LIB3040- 


-018 


-Ql- 


-El' 


-D3 


Seq. 
Seq. 


No. 
ID 


59066 
LIB3040- 


-018 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


No. 

ID 


59067 
LIB3040- 


-018- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 

ID 


59068 
LIB3040- 


-018- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


59069 
LIB3040- 


-018- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


59070 
LIB3040- 


-018- 


-Ql- 


-El- 


-F6 



9364 



Seq. 
Seq. 


No. 

ID 


# 

59071 
LIB3040 


-018 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


59072 
LIB3040 


-018 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 
ID 


59073 
LIB3040 


-018 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 
ID 


59074 
LIB3040 


-018 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 
ID 


59075 
LIB3040 


-019 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


59076 
LIB3040 


-019 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 
ID 


59077 
LIB3040 


-019 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


59078 
LIB3040 


-019 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 
ID 


59079 
LIB3040 


-019 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


59080 
LIB3040 


-019 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


59081 
LIB3040 


-019 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


59082 
LIB3040 


-019 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 
ID 


59083 
LIB3040 


-019 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


59084 
LIB3040 


-019 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No, 

ID 


59085 
LIB3040 


-019 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


59086 
LIB3040 


-019- 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


59087 
LIB3040 


-019- 


-Ql- 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


59088 
LIB3040 


-019- 


-Ql- 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


59089 
LIB3040 


-019- 


-Ql- 


-El 


-E3 



9365 




Seq. 
Seq. 


No. 

ID 


59090 
LIB3040 


-019 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


59091 
LIB3040 


-019 


-Ql 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


59092 
LIB3040 


-020 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


59093 
LIB3040 


-020 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 
ID 


59094 
LIB3040 


-020 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 
ID 


59095 
LIB3040 


-020 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


59096 
LIB3040 


-020 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


59097 
LIB3040 


-020 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


59098 
LIB3040 


-020 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


59099 
LIB3040 


-020 


-Ql 


-El 


-G10 


Seq. 
Seq. 


No. 

ID 


59100 
LIB3040 


-020 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 
ID 


59101 
LIB3040 


-020 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


59102 
LIB3040 


-021- 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


59103 
LIB3040 


-021- 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 
ID 


59104 
LIB3040- 


-021- 


-Ql* 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


59105 
LIB3040- 


-021- 


-Ql- 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


59106 
LIB3040- 


-021- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


59107 
LIB3040- 


-021- 


-Ql- 


-El- 


-C5 


Seq. 
Seq. 


No. 

ID 


59108 
LIB3040- 


-021- 


-Ql- 


-El- 


-D7 



9366 




Seq. 
Seq. 


No. 
ID 


59109 
LIB3040 


-021 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


59110 
LIB3040 


-021 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


59111 
LIB3040 


-021 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 
ID 


59112 
LIB3040 


-021 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


59113 
LIB3040 


-021 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


59114 
LIB3040 


-021 


-Ql 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


59115 
LIB3040 


-021 


-Ql 


-El 


-G8 


Seq. 
Seq, 


No. 

ID 


59116 
LIB3040 


-021- 


-Ql 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


59117 
LIB3040 


-021- 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


59118 
LIB3040 


-021- 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


59119 
LIB3040 


-022- 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


59120 
LIB3040 


-022- 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


59121 
LIB3040 


-022- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


59122 
LIB3040- 


-022- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 
ID 


59123 
LIB3040- 


-022- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


59124 
LIB3040- 


-022- 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 

ID 


59125 
LIB3040- 


-022- 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


59126 
LIB3040- 


-022- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 
ID 


59127 
LIB3040- 


-022- 


-Ql- 


-El- 


-E4 



9367 



Seq . 
Seq. 


NO . 

ID 


O 

o y izo 
LIB3040 


-022 


-Ql 


-El 


-E6 


Seq . 
Seq. 


NO . 

ID 


oyiz y 
LIB3040 


-022 


-Ql 


-El 


-E7 


Seq. 
Seq. 


NO . 

ID 


LIB3040 


-022 


-Ql 


-El 


-E9 


Corf 

oeq. 
Seq. 


NO . 

ID 


LIB3040 


-022 


-Ql 


-El 


-Fl 


Seq . 
Seq. 


JNO . 

ID 


LIB3040 


-022 


-Ql 


-El 


-Fll 


Seq . 
Seq. 


JNO . 

ID 


LIB3040 


-022 


-Ql 


-El 


-G10 


oeq. 
Seq. 


JNO . 

ID 


C Q1 OA 

LIB3040 


-022 


-Ql 


-El 


-G2 


Seq . 
Seq. 


NO . 

ID 


oy loo 
LIB3040 


-022 


-Ql 


-El 


-G6 


Seq. 
Seq. 


VI- 
NO . 

ID 


CQ1 

oy loo 
LIB3040 


-022 


-Ql 


-El 


-G9 


Seq . 
Seq. 


JNO . 

ID 


oyio / 
LIB3040 


-022 


-Ql 


-El 


-H2 


oeq . 
Seq. 


JNO . 

ID 


oyi jo 
LIB3040 


-022 


-Ql 


-El 


-H9 


Seq . 
Seq. 


NO . 
ID 


oyijy 
LIB3040 


-023 


-Ql 


-El 


-A5 


oeq . 
Seq. 


NO . 

ID 


C Ql A n 

oyi4U 
LIB3040 


-023 


-Ql 


-El 


-A8 


Seq . 
Seq. 


NO . 

ID 


oyi4 1 
LIB3040- 


-023 


-Ql 


-El 


-Bl 


Seq . 
Seq. 


NO . 
ID 


oyi4z 
LIB3040- 


-023 


-Ql 


-El 


-B5 


Seq. 
Seq. 


NO . 

ID 


oyi4 0 
LIB3040- 


-023- 


-Ql 


-El 


-B6 


oeq. 
Seq. 


NO . 

ID 


C. Q1 A A 

LIB3040- 


-023- 


-Ql- 


-El 


-B7 


oeq. 
Seq. 


NO . 

ID 


oyi4o 
LIB3040- 


-023- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


59146 
LIB3040- 


-023- 


-Ql- 


-El- 


-C12 



9368 




Seq. 
Seq. 


No. 

ID 


59147 
LIB3040 


-023' 


-Ql- 


-El' 


-E10 


Seq. 
Seq. 


No. 

ID 


59148 
LIB3040 


-023 


-Ql- 


-El' 


-E2 


Seq. 
Seq. 


No. 

ID 


59149 
LIB3040 


-023' 


-Ql- 


-El' 


-E9 


Seq. 
Seq. 


No. 

ID 


59150 
LIB3040 


-023 


-Ql- 


-El' 


-F12 


Seq. 
Seq. 


No. 

ID 


59151 
LIB3040 


-023- 


-Ql- 


-El' 


-F2 


Seq. 
Seq. 


No. 
ID 


59152 
LIB3040 


-023' 


-Ql- 


-El' 


-F5 


Seq. 
Seq. 


No. 

ID 


59153 
LIB3040' 


-023' 


-Ql- 


-El' 


-F7 


Seq. 
Seq. 


No. 

ID 


59154 
LIB3040 


-023' 


-Ql- 


-El' 


-F8 


Seq. 
Seq. 


No. 

ID 


59155 
LIB3040 


-023 


-Ql- 


-El' 


-F9 


Seq. 
Seq. 


No. 
ID 


59156 
LIB3040 


-023 


-Ql- 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


59157 
LIB3040 


-023 


-Ql- 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


59158 
LIB3040 


-023 


-Ql- 


-El' 


-H5 


Seq. 
Seq. 


No. 

ID 


59159 
LIB3040 


-023 


-Ql- 


-El' 


-H7 


Seq. 
Seq. 


No. 
ID 


59160 
LIB3040 


-024 


-Ql- 


-El' 


-A10 


Seq, 
Seq. 


No. 

ID 


59161 
LIB3040 


-024 


-Ql- 


-El' 


-A2 


Seq. 
Seq. 


No. 

ID 


59162 
LIB3040 


-024' 


-Ql- 


-El' 


-A6 


Seq. 
Seq. 


No. 

ID 


59163 
LIB3040' 


-024- 


-Ql- 


-El' 


-Bll 


Seq. 
Seq. 


No. 

ID 


59164 
LIB3040' 


-024- 


-Ql- 


-El' 


-B8 


Seq. 
Seq. 


No. 

ID 


59165 
LIB3040' 


-024- 


"Ql- 


-El' 


-B9 



9369 



Seq. 
Seq. 


No. 

ID 


59166 
LIB304O 


-024- 


-Ql' 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


59167 
LIB3040- 


-024- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 

ID 


59168 
LIB3040- 


-024- 


-Ql- 


-El- 


-D3 


Seq. 
Seq. 


No. 

ID 


59169 
LIB3040- 


-024- 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 
ID 


59170 
LIB3040' 


-024 


-Ql 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


59171 
LIB3040 


-024 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


59172 
LIB3040 


-024 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 
ID 


59173 
LIB3040' 


-024 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


59174 
LIB3040' 


-024 


-Ql- 


-El 


-Gl 


Seq. 
Seq. 


No. 
ID 


59175 
LIB3040' 


-024 


-Ql' 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


59176 
LIB3040 


-024 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


59177 
LIB3040 


-024 


-Ql- 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


59178 
LIB3040 


-025 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 
ID 


59179 
LIB3040 


-025 


-Ql- 


-El 


-A6 


Seq. 
Seq. 


No. 
ID 


59180 
LIB3040' 


-025 


-Ql- 


-El 


-Bl 


Seq. 
Seq. 


No. 
ID 


59181 
LIB3040 


-025 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 
ID 


59182 
LIB3040- 


-025 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


59183 
LIB3040- 


-025- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 

ID 


59184 
LIB3040- 


-025- 


-Ql- 


-El- 


-C4 



9370 



Seq. 
Seq. 


No. 
ID 


59185 
LIB3040 


-025 


-Ql 


-El 


-C7 


Seq. 
Seq. 


No. 

ID 


59186 
LIB3040 


-025 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 
ID 


59187 
LIB3040 


-025 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


59188 
LIB3040 


-025 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 
ID 


59189 
LIB3040 


-025 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


59190 
LIB3040 


-025 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 

ID 


59191 
LIB3040 


-025 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


59192 
LIB3040 


-025 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


59193 
LIB3040 


-025 


-Ql 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


59194 
LIB3040 


-025 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


59195 
LIB3040 


-025 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


59196 
LIB3040 


-025 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


59197 
LIB3040 


-025 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


59198 
LIB3040 


-025 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 
ID 


59199 
LIB3040 


-025 


-Ql- 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


59200 
LIB3040 


-026 


-Ql- 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


59201 
LIB3040 


-026- 


-Ql- 


-El 


-A9 


Seq. 
Seq. 


No. 
ID 


59202 
LIB3040 


-026- 


-Ql- 


-El 


-Bl 


Seq. 
Seq. 


No. 
ID 


59203 
LIB3040* 


-026- 


-Ql- 


-El 


-C4 



9371 




Seq. 
Seq. 


No. 
ID 


59204 
LIB3040 


-026- 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


59205 
LIB3040 


-026- 


-Ql- 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


59206 
LIB3040 


-026- 


-Ql- 


-El 


-El 


Seq. 
Seq. 


No. 
ID 


59207 
LIB3040 


-026- 


-Ql- 


-El' 


-Ell 


Seq. 
Seq. 


No. 

ID 


59208 
LIB3040' 


-026- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 
ID 


59209 
LIB3040- 


-026- 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


59210 
LIB3040- 


-026- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


59211 
LIB3040- 


-026- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


59212 
LIB3040- 


-026- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 
ID 


59213 
LIB3040- 


-026- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 
ID 


59214 
LIB3040- 


-026- 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 

ID 


59215 
LIB3040- 


-026- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


59216 
LIB3040- 


-027- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 
ID 


59217 
LIB3040- 


-027- 


-Ql- 


-E1- 


-A4 


Seq. 
Seq. 


No. 

ID 


59218 
LIB3040- 


-027- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 

ID 


59219 
LIB3040- 


-027- 


-Ql- 


■El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


59220 
LIB3040- 


-027- 


-Ql- 


■El- 


-B5 


Seq. 
Seq. 


No. 

ID 


59221 
LIB3040- 


-027- 


■Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 
ID 


59222 
LIB3040- 


-027- 


■Ql- 


-El- 


-C10 



9372 



Seq. 
Seq. 


No. 
ID 


# 

59223 
LIB3040 


-027 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


59224 
LIB3040 


-027 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


59225 
LIB3040 


-027 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


59226 
LIB3040 


-027 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


59227 
LIB3040 


-027 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


59228 
LIB3040 


-027 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 

ID 


59229 
LIB3040 


-027 


-Ql 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


59230 
LIB3040 


-027 


-Ql 


-El 


-Fll 


Seq. 
Seq. 


No. 

ID 


59231 
LIB3040 


-027 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


59232 
LIB3040 


-027 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


59233 
LIB3040 


-027 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


59234 
LIB3040 


-027 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


59235 
LIB3040 


-027 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 
ID 


59236 
LIB3040 


-027 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


59237 
LIB3040 


-027 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


59238 
LIB3040 


-027 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


59239 
LIB3040 


-028 


-Ql- 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


59240 
LIB3040 


-028 


-Ql- 


-El 


-A10 


Seq. 
Seq. 


No. 
ID 


59241 
LIB3040- 


-028 


-Ql- 


-El 


-A12 



9373 



II 



Seq. 
Seq. 


No. 

ID 


59242 
LIB3040 


-028 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 
ID 


59243 
LIB3040 


-028 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


59244 
LIB3040 


-028 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


59245 
LIB3040 


-028 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


59246 
LIB3040 


-028 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 
ID 


59247 
LIB3040 


-028 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


59248 
LIB3040 


-028 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


59249 
LIB3040 


-028 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


59250 
LIB3040 


-028 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 
ID 


59251 
LIB3040 


-028 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 
ID 


59252 
LIB3040 


-028 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


59253 
LIB3040 


-028 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


59254 
LIB3040 


-028 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


59255 
LIB3040 


-028 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 
ID 


59256 
LIB3040 


-028 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


59257 
LIB3040 


-028 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


59258 
LIB3040 


-028 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


59259 
LIB3040 


-029 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


59260 
LIB3040 


-029 


-Ql 


-El 


-A10 



9374 



# 



Seq. 
Seq. 


No. 

ID 


59261 
LIB3040 


-029- 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 
ID 


59262 
LIB3040 


-029- 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


59263 
LIB3040 


-029- 


-Ql- 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


59264 
LIB3040 


-029- 


-QL 


-El 


-B8 


Seq. 
Seq. 


No. 

ID 


59265 
LIB3040 


-029- 


-Ql' 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


59266 
LIB3040 


-029- 


-Ql- 


-El 


-C2 


Seq. 
Seq. 


No. 
ID 


59267 
LIB3040 


-029- 


-Ql- 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


59268 
LIB3040 


-029- 


-Ql- 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


59269 
LIB3040 


-029« 


-Ql- 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


59270 
LIB3040 


-029- 


-Ql- 


-El 


-D2 


Seq. 
Seq. 


No. 
ID 


59271 
LIB3040 


-029- 


-Ql- 


-El 


-D6 


Seq. 
Seq. 


No. 
ID 


59272 
LIB3040- 


-029- 


-Ql- 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


59273 
LIB3040- 


-029- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


59274 
LIB3040- 


-029- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 

ID 


59275 
LIB3040- 


-029- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


59276 
LIB3040- 


-029- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


59277 
LIB3040- 


-029- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


59278 
LIB3040- 


-029- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


59279 
LIB3040- 


-029- 


-Ql- 


-El- 


-H12 



9375 



# 



Seq. 
Seq. 


No. 

ID 


59280 
LIB3040 


-029 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


59281 
LIB3040 


-030 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


59282 
LIB3040 


-030 


-Ql- 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


59283 
LIB3040 


-030 


-Ql- 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


59284 
LIB3040 


-030- 


-Ql- 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


59285 
LIB3040 


-030 


-Ql- 


-El 


-B8 


Seq. 
Seq. 


No. 

ID 


59286 
LIB3040 


-030- 


-Ql- 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


59287 
LIB3040 


-030- 


-Ql- 


-El- 


-C3 


Seq. 
Seq. 


No. 

ID 


59288 
LIB3040- 


-030- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


59289 
LIB3040- 


-030- 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 

ID 


59290 
LIB3040- 


-030- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


59291 
LIB3040- 


-030- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


59292 
LIB3040- 


-030- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


59293 
LIB3040- 


-030- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


59294 
LIB3040- 


-030- 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 

ID 


59295 
LIB3040- 


-030- 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 

ID 


59296 
LIB3040- 


-031- 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 
ID 


59297 
LIB3040- 


-031- 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


59298 
LIB3040- 


-031- 


-Ql- 


-El- 


-B9 



9376 



Seq. 
Seq. 


No. 
ID 


59299 
LIB3040 


-031 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


59300 
LIB3040 


-031 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


59301 
LIB3040 


-031 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


59302 
LIB3040 


-031 


-Ql 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


59303 
LIB3040 


-031 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


59304 
LIB3040 


-031 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 
ID 


59305 
LIB3040 


-031 


-Ql 


-El 


-G9 


Seq. 
Seq. 


No. 
ID 


59306 
LIB3040 


-031 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


59307 
LIB3040 


-031 


-Ql 


-E2 


-A10 


Seq. 
Seq. 


No. 

ID 


59308 
LIB3040 


-031 


-Ql 


-E2 


-A9 


Seq. 
Seq. 


No. 
ID 


59309 
LIB3040 


-031 


-Ql 


-E2 


-Bll 


Seq. 
Seq. 


No. 

ID 


59310 
LIB3040 


-031 


-Ql 


-E2 


-B3 


Seq. 
Seq. 


No. 

ID 


59311 
LIB3040 


-031 


-Ql 


-E2 


-B9 


Seq. 
Seq. 


No. 

ID 


59312 
LIB3040 


-031 


-Ql- 


-E2 


-C3 


Seq. 
Seq. 


No. 

ID 


59313 
LIB3040 


-031 


-Ql- 


-E2 


-C4 


Seq. 
Seq. 


No. 

ID 


59314 
LIB3040 


-031- 


-Ql- 


-E2 


-CI 


Seq. 
Seq. 


No. 
ID 


59315 
LIB3040 


-031- 


-Ql- 


-E2 


-D5 


Seq. 
Seq. 


No. 

ID 


59316 
LIB3040 


-031- 


-Ql- 


-E2 


-E4 


Seq. 
Seq. 


No. 
ID 


59317 
LIB3040 


-031- 


-Ql- 


-E2 


-E5 



9377 



oeq. 

Seq. 


LNO . 

ID 


Dy J ±0 

LIB3040 


-031 


-Ql- 


E2 


-Fl 


Q /-N /T 

oeq. 
Seq. 


LNO . 

ID 


LIB3040 


-031 


-Ql- 


E2 


-G9 


Seq. 
Seq. 


NO . 

ID 


LIB3040 


-031 


-Ql- 


E2 


-Hll 


C /~N /T 

oeq • 
Seq. 


LNO • 

ID 


LIB3040 


-031 


-Ql- 


E2 


-H4 


Seq. 
Seq. 


NO • 

ID 


LIB3040 


-032 


-Ql- 


El 


-A2 


oeq. 
Seq. 


LNO . 

ID 


LIB3040 


-032 


-Ql- 


El 


-A7 


OC4 • 

Seq. 


LNO • 

ID 


c 0,-30/ 

LIB3040 


-032 


-Ql- 


El 


-CIO 


Seq. 
Seq. 


LNO . 

ID 


o y OZ D 

LIB3040 


-032 


-Ql- 


El 


-Cll 


oeq • 
Seq. 


LNO . 

ID 


C QO O ^ 

LIB3040 


-032 


-Ql- 


El 


-C8 


Seq. 
Seq. 


LNO . 

ID 


0 y / 
LIB3040 


-032 


-Ql- 


El 


-D9 


oeq • 
Seq. 


LNO . 

ID 


LIB3040 


-032 


-Ql- 


■El 


-G8 


Seq . 
Seq. 


LNO . 

ID 


o y jz y 
LIB3040 


-032 


-Ql- 


■El 


-H7 


Seq. 


LNO . 

ID 


LIB3040 


-032 


-Ql- 


•El 


-H8 


oeq . 
Seq. 


LNO . 

ID 


JJJJl 

LIB3040 


-033 


-Ql- 


-El 


-A2 


Seq. 
Seq. 


LNO . 

ID 


CQOOO 

oyojz 
LIB3040 


-033 


-Ql- 


El 


-A4 


oeq. 
Seq. 


LNO • 

ID 


LIB3040 


-033 


-Ql- 


El 


-A7 


oeq • 
Seq. 


LNO . 

ID 


o y jj4 
LIB304G 


-033 


-Ql- 


El 


-B12 


oeq. 
Seq. 


LNO . 

ID 


LIB3040 


-033 


-Ql- 


El 


-B6 


Seq. 
Seq. 


No. 

ID 


59336 
LIB3040 


-033 


-Ql- 


El 


-C5 



9378 




Seq. 
Seq. 


No. 
ID 


59337 
LIB3040- 


-033- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 
ID 


59338 
LIB3040- 


-033- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


59339 
LIB3040- 


-033^ 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 
ID 


59340 
LIB3040- 


-033- 


-Ql- 


-El 


-E7 


Seq. 
Seq. 


No. 
ID 


59341 
LIB3040- 


-033- 


-Ql- 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


59342 
LIB3040 


-033 


-Ql- 


-El 


-F9 


Seq. 
Seq. 


No. 
ID 


59343 
LIB3040 


-033 


-Ql-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


59344 
LIB3040 


-033 


-Ql- 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


59345 
LIB3040 


-033 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 
ID 


59346 
LIB3040 


-033 


-Ql 


-El 


-H4 


Seq. 
Seq. 


No. 
ID 


59347 
LIB3040 


-033 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 
ID 


59348 
LIB3040 


-034 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 
ID 


59349 
LIB3040 


-034 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


59350 
LIB3040 


-034 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


59351 
LIB3040 


-034 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


59352 
LIB3040 


-034 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


59353 
LIB3040 


-034 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


59354 
LIB3040 


-034 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


59355 
LIB3040 


-034 


-Ql 


-El 


-D12 



9379 



Seq. 
Seq. 


No. 
ID 


O 

59356 
LIB3040- 


-034- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


59357 
LIB3040- 


-034- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 
ID 


59358 
LIB3040- 


-034- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 
ID 


59359 
LIB3040- 


-034- 


-Ql- 


-El- 


-E9 


Seq. 
Seq. 


No. 

ID 


59360 
LIB3040- 


-034- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


59361 
LIB3040- 


-034- 


-Ql- 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


59362 
LIB3040 


-034- 


-Ql- 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


59363 
LIB3040 


-034- 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


59364 
LIB3040 


-035 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


59365 
LIB3040 


-035 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


59366 
LIB3040 


-035 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 

ID 


59367 
LIB3040 


-035 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 
ID 


59368 
LIB3040 


-035 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


59369 
LIB3040 


-035 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 
ID 


59370 
LIB3040 


-035 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


59371 
LIB3040 


-035 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 
ID 


59372 
LIB3040 


-035 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


59373 
LIB3040 


-035 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


59374 
LIB3040 


-035 


-Ql 


-El 


-F4 



9380 




Seq. 
Seq. 


No. 

ID 


59375 
LIB3040- 


-035- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 

ID 


59376 
LIB3040 


-035- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


59377 
LIB3040- 


-035- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 

ID 


59378 
LIB3040 


-035- 


-Ql- 


-El- 


-G5 


Seq. 
Seq. 


No. 

ID 


59379 
LIB3040 


-035- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 
ID 


59380 
LIB3040 


-035- 


-Ql- 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


59381 
LIB3040 


-035- 


-Ql- 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


59382 
LIB3040 


-035- 


-Ql- 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


59383 
LIB3040 


-036- 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


59384 
LIB3040 


-036- 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


59385 
LIB3040 


-036- 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


59386 
LIB3040 


-036- 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 
ID 


59387 
LIB3040 


-036 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 
ID 


59388 
LIB3040 


-036 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 
ID 


59389 
LIB3040 


-036 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 
ID 


59390 
LIB3040 


-036 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


59391 
LIB3040 


-036- 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 
ID 


59392 
LIB3040 


-036 


-Ql 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


59393 
LIB3040 


-036 


-Ql 


-El 


-H6 



9381 




Seq. 
Seq. 


No.' 
ID 


59394 
LIB3040- 


-037- 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 
ID 


59395 
LIB3040- 


-037- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 
ID 


59396 
LIB3040- 


-037- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


59397 
LIB3040- 


-037- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 
ID 


59398 
LIB3040- 


-037- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


59399 
LIB3040- 


-037- 


-Ql- 


-El' 


-Cll 


Seq. 
Seq. 


No. 

ID 


59400 
LIB3040' 


-037' 


-Ql- 


-El' 


-C5 


Seq. 
Seq. 


No. 

ID 


59401 
LIB3040- 


-037 


-Ql- 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


59402 
LIB3040' 


-037 


-Ql- 


-El' 


-E5 


Seq. 
Seq. 


No. 

ID 


59403 
LIB3040 


-037 


-Ql- 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


59404 
LIB3040 


-037 


-Ql- 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


59405 
LIB3040 


-037 


-Ql- 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


59406 
LIB3040 


-037 


-Ql- 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


59407 
LIB3040 


-037 


-Ql- 


-El 


-G10 


Seq. 
Seq. 


No. 

ID 


59408 
LIB3040 


-037 


-Ql- 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


59409 
LIB3040 


-037 


-Ql- 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


59410 
LIB3040 


-037 


-Ql- 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


59411 
LIB3040 


-037 


-Ql- 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


59412 
LIB3040 


-037 


-Ql- 


-El 


-H7 



9382 



Seq. 
Seq. 


No. 

ID 


© 

59413 
LIB3040 


-038- 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


59414 
LIB3040 


-038 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


59415 
LIB3040 


-038 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


59416 
LIB3040 


-038 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


59417 
LIB3040 


-038 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


59418 
LIB3040 


-038 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


59419 
LIB3040 


-038 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


59420 
LIB3040 


-038 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


59421 
LIB3040 


-038 


-Ql 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


59422 
LIB3040 


-038 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


59423 
LIB3040 


-038 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


59424 
LIB3040 


-038 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


59425 
LIB3040 


-039 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


59426 
LIB3040 


-039 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 

ID 


59427 
LIB3040 


-039 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


59428 
LIB3040 


-039 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


59429 
LIB3040 


-039 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


59430 
LIB3040 


-039 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


59431 
LIB3040 


-039 


-Ql 


-El 


-D7 



9383 



Seq. 
Seq. 


No. 
ID 


# 

c ft / o o 

5943Z 
LIB3040 


-039 


-Ql- 


-El 


-E5 


Seq. 
Seq. 


No . 

ID 


o94iJ 
LIB3040 


-039 


-Ql- 


-El 


-F12 


Seq. 
Seq. 


No. 
ID 


C ft A O A 

594^54 
LIB3040 


-039 


-Ql- 


-El 


-F3 


Seq. 
Seq. 


No. 
ID 


594 jo 
LIB3040 


-039 


-Ql- 


-El 


-F8 


Seq. 
Seq. 


No . 
ID 


59436 
LIB3040 


-039 


-Ql- 


-El 


-Gil 


Seq. 
Seq. 


No . 

ID 


C ft A O ^7 

594 51 
LIB3040 


-039 


-Ql- 


-El 


-G2 


Seq. 
Seq. 


No . 
ID 


59438 
LIB3040 


-039 


-Ql- 


-El 


-H7 


Seq. 
Seq. 


No . 

ID 


tZ ft / O ft 

59439 
LIB3040 


-040 


-Ql- 


-El 


-B10 


Seq. 
Seq. 


No . 

ID 


59440 
LIB3040 


-040 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No . 
ID 


C ft A A 1 

59441 
LIB3040 


-040 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


59442 
LIB3040 


-040 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 
ID 


59443 
LIB3040 


-040 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No . 

ID 


C ft A A A 

59444 
LIB3040 


-040 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


59445 
LIB3040 


-040 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No . 

ID 


59446 
LIB3040 


-040 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


59447 
LIB3040 


-040 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No . 

ID 


C ft A A O 

59448 
LIB3040 


-040 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No . 
ID 


59449 
LIB3040 


-040 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 
ID 


59450 
LIB3040 


-040 


-Ql- 


-El 


-G3 



9384 



II 



Seq. 
Seq. 


No. 

ID 


59451 
LIB3040 


-040- 


-Ql- 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


59452 
LIB3040 


-040- 


-Ql- 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


59453 
LIB3040 


-040- 


-Ql- 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


59454 
LIB3040 


-041- 


-Ql- 


-El 


-A10 


Seq. 
Seq. 


No. 
ID 


59455 
LIB3040 


-041 


-Ql- 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


59456 
LIB3040 


-041 


-Ql- 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


59457 
LIB3040 


-041 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


59458 
LIB3040 


-041 


-Ql- 


-El 


-A6 


Seq. 
Seq. 


No. 
ID 


59459 
LIB3040 


-041 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


59460 
LIB3040 


-041 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


59461 
LIB3040 


-041 


-Ql 


-El 


-B8 


Seq. 
Seq. 


No. 
ID 


59462 
LIB3040 


-041 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


59463 
LIB3040 


-041 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 
ID 


59464 
LIB3040 


-041 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 
ID 


59465 
LIB3040 


-041 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 
ID 


59466 
LIB3040 


-041 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


59467 
LIB3040 


-041 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


59468 
LIB3040 


-041 


-Ql 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


59469 
LIB3040 


-041 


-Ql 


-El 


-G8 



9385 



# 



Seq. 
Seq. 


No. 

ID 


59470 
LIB3040 


-041 


-Ql- 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


59471 
LIB3040 


-041 


-Ql- 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


59472 
LIB3040 


-041 


-Ql- 


-El 


-H6 


Seq. 
Seq. 


No. 
ID 


59473 
LIB3040 


-041 


-Ql- 


-El 


-H7 


Seq. 
Seq. 


No. 
ID 


59474 
LIB3040 


-042 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


59475 
LIB3040 


-042 


-Ql 


-El 


-A7 


Seq. 
Seq, 


No. 

ID 


59476 
LIB3040 


-042 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 

ID 


59477 
LIB3040 


-042 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


59478 
LIB3040 


-042 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 
ID 


59479 
LIB3040 


-042 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


59480 
LIB3040 


-042 


-Ql 


-El 


-B8 


Seq. 
Seq. 


No. 
ID 


59481 
LIB3040 


-042 


-Ql 


-El 


~C2 


Seq. 
Seq. 


No. 

ID 


59482 
LIB3040 


-042 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


59483 
LIB3040 


-042 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 
ID 


59484 
LIB3040 


-042 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


59485 
LIB3040 


-042 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


59486 
LIB3040 


-042 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


59487 
LIB3040 


-042 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 
ID 


59488 
LIB3040 


-042 


-Ql 


-El 


-E10 



9386 




Seq. 
Seq. 


No. 

ID 


59489 
LIB3040 


-042- 


-Ql- 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


59490 
LIB3040 


-042- 


-Ql- 


-El 


-F7 


Seq. 
Seq. 


No. 
ID 


59491 
LIB3040 


-042- 


-Ql- 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


59492 
LIB3040 


-042- 


-Ql- 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


59493 
LIB3040 


-042- 


-Ql- 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


59494 
LIB3040 


-042- 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


59495 
LIB3040 


-042- 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


59496 
LIB3040 


-043- 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


59497 
LIB3040 


-043- 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


59498 
LIB3040 


-043 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 
ID 


59499 
LIB3040 


-043 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


59500 
LIB3040 


-043 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 
ID 


59501 
LIB3040 


-043 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


59502 
LIB3040 


-043 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 
ID 


59503 
LIB3040 


-043 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


59504 
LIB3040 


-043 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


59505 
LIB3040 


-043 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


59506 
LIB3040 


-043 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


59507 
LIB3040 


-044 


-Ql 


-El 


-A10 



9387 




Seq. 
Seq. 


No. 

ID 


59508 
LIB3040- 


-044- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 
ID 


59509 
LIB3040- 


-044- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 
ID 


59510 
LIB3040- 


-044- 


-Ql- 


-El- 


-D3 


Seq. 
Seq. 


No. 
ID 


59511 
LIB3040- 


-044- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 

ID 


59512 
LIB3040- 


-044- 


-Ql- 


-El- 


-E9 


Seq. 
Seq. 


No. 
ID 


59513 
LIB3040- 


-044- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


59514 
LIB3040- 


-044- 


-Ql- 


-El- 


-Fll 


Seq. 
Seq. 


No. 

ID 


59515 
LIB3040- 


-044- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


59516 
LIB3040- 


-044- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


59517 
LIB3040- 


-044- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 
ID 


59518 
LIB3040- 


-044- 


-Ql- 


-El' 


-G6 


Seq. 
Seq. 


No. 
ID 


59519 
LIB3040 


-044- 


-Ql- 


-El' 


-HI 


Seq. 
Seq. 


No. 

ID 


59520 
LIB3040' 


-044- 


-Ql- 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


59521 
LIB3040 


-045 


-Ql- 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


59522 
LIB3040 


-045 


-Ql- 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


59523 
LIB3040 


-045 


-Ql- 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


59524 
LIB3040 


-045 


-Ql- 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


59525 
LIB3040 


-045 


-Ql- 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


59526 
LIB3040 


-045 


-Ql- 


-El 


-Gil 



9388 



Seq. 
Seq. 


No. 

ID 


59527 
LIB3040- 


-045- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 
ID 


59528 
LIB3040- 


-045- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


59529 
LIB3040- 


-045- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


59530 
LIB3040- 


-046- 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 
ID 


59531 
LIB3040- 


-046- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


59532 
LIB3040- 


-046- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 
ID 


59533 
LIB3040- 


-046- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


59534 
LIB3040- 


-046- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


59535 
LIB3040- 


-046- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 

ID 


59536 
LIB3040- 


-046- 


-Ql- 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


59537 
LIB3040- 


-046- 


-Ql- 


-El- 


-C3 


Seq. 
Seq. 


No. 

ID 


59538 
LIB3040- 


-046- 


-Ql- 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


59539 
LIB3040' 


-046- 


-Ql- 


-El 


-D6 


Seq. 
Seq. 


No. 
ID 


59540 
LIB3040 


-046- 


-Ql- 


-El 


-D9 


Seq. 
Seq. 


No. 
ID 


59541 
LIB3040 


-046- 


-Ql- 


-El 


-E2 


Seq. 
Seq. 


No. 
ID 


59542 
LIB3040 


-046- 


-Ql- 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


59543 
LIB3040' 


-046- 


-Ql- 


-El 


-E4 


Seq. 
Seq. 


No. 
ID 


59544 
LIB3040' 


-046- 


-Ql- 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


59545 
LIB3040 


-046- 


-Ql- 


-El 


-Fl 



9389 



o 



Seq. No. 59546 

Seq. ID LIB3040-046-Q1-E1-F7 

Seq. No. 59547 

Seq. ID LIB3040-046-Q1-E1-H4 

Seq. No. 59548 

Seq. ID LIB3040-046-Q1-E1-H5 

Seq. No. 59549 

Seq. ID LIB3040-047-Q1-E1-A1 

Seq. No. 59550 

Seq. ID LIB3040-047-Q1-E1-A11 

Seq. No. 59551 

Seq. ID LIB3040-047-Q1-E1-A2 

Seq. No. 59552 

Seq. ID LIB3040-047-Q1-E1-A8 

Seq. No. 59553 

Seq. ID LIB3040-047-Q1-E1-B7 

Seq. No. 59554 

Seq. ID LIB3040-047-Q1-E1-D12 

Seq. No. 59555 

Seq. ID LIB3040-047-Q1-E1-D5 

Seq. No. 59556 

Seq. ID LIB3040-047-Q1-E1-D6 

Seq. No. 59557 

Seq. ID LIB3040-047-Q1-E1-E10 

Seq. No. 59558 

Seq. ID LIB3040-047-Q1-E1-E2 

Seq. No. 59559 

Seq. ID LIB3040-047-Q1-E1-E8 

Seq. No. 59560 

Seq. ID LIB3040-047-Q1-E1-E9 

Seq. No. 59561 

Seq. ID LIB3040-047-Q1-E1-F9 

Seq. No. 59562 

Seq. ID LIB3040-047-Q1-E1-H10 

Seq. No. 59563 

Seq. ID LIB3040-047-Q1-E1-H11 

Seq. No. 59564 

Seq. ID LIB3040-047-Q1-E1-H8 



9390 



Seq. 
Seq. 


No. 

ID 


59565 
LIB3040- 


-048- 


-Ql- 


-El- 


-A5 


Seq. 
Seq. 


No. 
ID 


59566 
LIB3040- 


-048- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


59567 
LIB3040- 


-048- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


59568 
LIB3040- 


-048- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


59569 
LIB3040- 


-048- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


59570 
LIB3040- 


-048- 


-Ql- 


-El- 


-C5 


Seq. 
Seq. 


No. 
ID 


59571 
LIB3040- 


-048- 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 

ID 


59572 
LIB3040- 


-048- 


-Ql- 


-El- 


-D3 


Seq. 
Seq. 


No. 
ID 


59573 
LIB3040- 


-048- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 
ID 


59574 
LIB3040- 


-048- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 
ID 


59575 
LIB3040 


-049- 


-Ql- 


-El' 


-A10 


Seq. 
Seq. 


No. 

ID 


59576 
LIB3040 


-049- 


-Ql- 


-El' 


-A7 


Seq. 
Seq. 


No. 

ID 


59577 
LIB3040 


-049- 


-Ql- 


-El 


-B10 


Seq. 
Seq. 


No. 
ID 


59578 
LIB3040 


-049- 


-Ql- 


-El 


-Bll 


Seq. 
Seq. 


No, 

ID 


59579 
LIB3040 


-049- 


-Ql- 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


59580 
LIB3040 


-049- 


-Ql- 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


59581 
LIB3040 


-049- 


-Ql- 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


59582 
LIB3040 


-049- 


-Ql- 


-El 


-E10 


Seq. 
Seq. 


No. 
ID 


59583 
LIB3040 


-049- 


-Ql- 


-El 


-Ell 



9391 




Seq. 
Seq. 


No. 

ID 


59584 
LIB3040- 


-049- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


59585 
LIB3040- 


-049- 


-Ql- 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


59586 
LIB3040- 


-049- 


-Ql- 


-El 


-F4 


Seq. 
Seq. 


No. 
ID 


59587 
LIB3040- 


-049- 


-Ql- 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


59588 
LIB3040- 


-049- 


-Ql- 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


59589 
LIB3040- 


-049- 


-Ql- 


-El 


-G10 


Seq. 
Seq. 


No. 

ID 


59590 
LIB3040 


-049- 


-Ql- 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


59591 
LIB3040 


-050- 


-Ql- 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


59592 
LIB3040 


-050- 


-Ql- 


-El 


-A9 


Seq. 
Seq. 


No. 

ID 


59593 
LIB3040 


-050- 


-Ql- 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


59594 
LIB3040 


-050- 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


59595 
LIB3040 


-050 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


59596 
LIB3040 


-050 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


59597 
LIB3040 


-050 


-Ql 


-El 


-D7- 


Seq. 
Seq. 


No, 
ID 


59598 
LIB3040 


-050 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


59599 
LIB3040 


-050 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


59600 
LIB3040 


-050 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


59601 
LIB3040 


-050 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


59602 
LIB3040 


-050 


-Ql 


-El 


-G4 



9392 



Seq. 
Seq. 


No. 

ID 


CI 

59603 
LIB3040 


-050 


-Ql- 


-El 


-H2 


Seq. 
Seq. 


No. 
ID 


59604 
LIB3040 


-050 


-Ql- 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


59605 
LIB3040 


-050 


-Ql- 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


59606 
LIB3040 


-050 


-Ql- 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


59607 
LIB3040 


-051 


-Ql- 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


59608 
LIB3040 


-051 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


59609 
LIB3040 


-051 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


59610 
LIB3040 


-051 


-Ql 


-El 


-A8 


Seq. 
Seq. 


NO. 
ID 


59611 
LIB3040 


-051 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 
ID 


59612 
LIB3040 


-051 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


59613 
LIB3040 


-051 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


59614 
LIB3040 


-051 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


59615 
LIB3040 


-051 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


59616 
LIB3040 


-051 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 
ID 


59617 
LIB3040 


-051 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


59618 
LIB3040 


-051 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


59619 
LIB3040 


-051 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 
ID 


59620 
LIB3040 


-051 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


59621 
LIB3040 


-051 


-Ql 


-El 


-E5 



9393 




Seq. 
Seq. 


No. 

ID 


59622 
LIB3040- 


-051- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


59623 
LIB3040- 


-051- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 
ID 


59624 
LIB3040- 


-051- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 

ID 


59625 
LIB3040- 


-051- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


59626 
LIB3040- 


-051- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


59627 
LIB3040- 


-052- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


59628 
LIB3040- 


-052- 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 

ID 


59629 
LIB3040- 


-052- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


59630 
LIB3040- 


-052- 


-Ql- 


-El' 


-C9 


Seq. 
Seq. 


No. 

ID 


59631 
LIB3040- 


-052- 


-Ql- 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


59632 
LIB3040- 


-052- 


-Ql- 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


59633 
LIB304O 


-052- 


-Ql- 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


59634 
LIB3040- 


-052 


-Ql- 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


59635 
LIB3040- 


-052- 


-Ql- 


-El 


-E12 


Seq. 
Seq. 


No. 
ID 


59636 
LIB3040' 


-052- 


-Ql- 


-El 


-E4 


Seq. 
Seq. 


No. 
ID 


59637 
LIB3040- 


-052- 


-Ql- 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


59638 
LIB3040- 


-052- 


-Ql- 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


59639 
LIB304O 


-052- 


-Ql- 


-El 


-G10 


Seq. 
Seq. 


No. 
ID 


59640 
LIB3040- 


-052- 


-Ql- 


-El 


-G5 



9394 



Seq. 
Seq. 


No. 
ID 


0 

59641 
LIB3040 


-052 


-Ql- 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


59642 
LIB3040 


-052 


-Ql- 


-El 


-H12 


Seq. 
Seq. 


No . 

ID 


59643 
LIB3040 


-052 


-Ql- 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


59644 
LIB3040 


-052 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


59645 
LIB3040 


-053 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


59646 
LIB3040 


-053 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No . 

ID 


59647 
LIB3040 


-053 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


59648 
LIB3040 


-053 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


59649 
LIB3040 


-053 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 
ID 


59650 
LIB3040 


-053 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 
ID 


59651 
LIB3040 


-053 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 
ID 


59652 
LIB3040 


-053 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 
ID 


59653 
LIB3040 


-053 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


59654 
LIB3040 


-053 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 
ID 


59655 
LIB3040 


-053 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 
ID 


59656 
LIB3040 


-053 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 
ID 


59657 
LIB3040 


-053 


-Ql 


-El 


-H8 


Seq. 
Seq- 


No. 

ID 


59658 
LIB3040 


-054 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 
ID 


59659 
LIB3040 


-054 


-Ql 


-El 


-A9 



9395 




Seq. 
Seq. 


No. 

ID 


59660 
LIB3040- 


-054- 


-Ql- 


-El- 


-Bll 


Seq. 
Seq. 


No. 

ID 


59661 
LIB3040- 


-054- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


59662 
LIB3040- 


-054- 


-Ql- 


-El- 


-C5 


Seq. 
Seq. 


No. 
ID 


59663 
LIB3040- 


-054- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 
ID 


59664 
LIB3040- 


-054- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 

ID 


59665 
LIB3040- 


-054- 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 
ID 


59666 
LIB3040- 


-054- 


-Ql- 


•El- 


-E8 


Seq. 
Seq. 


No. 

ID 


59667 
LIB3040- 


-054- 


-Ql- 


-El- 


-Fll 


Seq. 
Seq. 


No. 

ID 


59668 
LIB3040 


-054- 


-Ql- 


-El 


-G7 


Seq. 
Seq. 


No. 
ID 


59669 
LIB3040 


-054- 


-Ql- 


-El 


-H7 


Seq. 
Seq. 


No. 
ID 


59670 
LIB3040 


-055- 


-Ql- 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


59671 
LIB3040 


-055- 


-Ql- 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


59672 
LIB3040 


-055* 


-Ql- 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


59673 
LIB3040 


-055 


-Ql- 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


59674 
LIB3040 


-055 


-Ql- 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


59675 
LIB3040 


-055 


-Ql- 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


59676 
LIB3040 


-055 


-Ql- 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


59677 
LIB3040 


-055 


-Ql- 


-El 


-D12 


Seq. 
Seq. 


No. 
ID 


59678 
LIB3040 


-055 


-Ql- 


-El 


-D9 



9396 



o 



Seq. 
Seq. 


No. 

ID 


59679 
LIB3040 


-055 


-01- 


-El 


-E7 


Seq. 
Seq. 


No. 

ID 


59680 
LIB3040 


-055 


-Ql- 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


59681 
LIB3040 


-055 


-Ql- 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


59682 
LIB3040 


-055 


-Ql- 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


59683 
LIB3040 


-055 


-Ql- 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


59684 
LIB3040 


-055 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


59685 
LIB3040 


-055 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


59686 
LIB3040 


-055 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


59687 
LIB3040 


-055 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


59688 
LIB3040 


-055 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


59689 
LIB3040 


-056 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


59690 
LIB3040 


-056 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


59691 
LIB3040 


-056 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


59692 
LIB3040 


-056 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


59693 
LIB3040 


-056 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


59694 
LIB3040 


-056 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 
ID 


59695 
LIB3040 


-056 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


59696 
LIB3040 


-056 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


59697 
LIB3040 


-056 


-Ql 


-El 


-Ell 



9397 




Seq. 
Seq. 


No. 
ID 


59698 
LIB3040- 


-056- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 
ID 


59699 
LIB3040- 


-056- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 

ID 


59700 
LIB3040- 


-056- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


59701 
LIB3040- 


-056- 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 

ID 


59702 
LIB3040- 


-056- 


-Ql- 


-El- 


-Hll 


Seq. 
Seq. 


No. 
ID 


59703 
LIB3040- 


-056- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


59704 
LIB3040- 


-056- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


59705 
LIB3040- 


-056- 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 

ID 


59706 
LIB3040- 


-057- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


59707 
LIB3040- 


-057- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 
ID 


59708 
LIB3040- 


-057- 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 

ID 


59709 
LIB3040- 


-057- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


59710 
LIB3040 


-057 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


59711 
LIB3040 


-057 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


59712 
LIB3040 


-057- 


-Ql- 


»E1- 


-C2 


Seq. 
Seq. 


No. 

ID 


59713 
LIB3040 


-057 


-Ql- 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


59714 
LIB3040 


-057 


-Ql- 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


59715 
LIB3040 


-057 


-Ql- 


-El 


-D7 


Seq. 
Seq. 


No. 
ID 


59716 
LIB3040 


-057 


-Ql- 


-El 


-D9 



9398 




Seq. 
Seq. 


No. 

ID 


59717 
LIB3040- 


-057- 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


59718 
LIB3040- 


-057- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


59719 
LIB3040- 


-057- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


59720 
LIB3040- 


-057- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


59721 
LIB3040- 


-057- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 
ID 


59722 
LIB3040- 


-057- 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 
ID 


59723 
LIB3040- 


-058- 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


59724 
LIB3040- 


-058 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 

ID 


59725 
LIB3040- 


-058 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


59726 
LIB3040- 


-058 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 

ID 


59727 
LIB3040' 


-058 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 
ID 


59728 
LIB304O 


-058 


-Ql- 


-El' 


-B8 


Seq. 
Seq. 


No. 
ID 


59729 
LIB3040' 


-058 


-Ql- 


-El 


-B9 


Seq. 
Seq. 


No. 
ID 


59730 
LIB3040 


-058 


-Ql- 


-El' 


-CI 


Seq. 
Seq. 


No. 
ID 


59731 
LIB3040 


-058 


-Ql- 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


59732 
LIB3040 


-058 


-Ql- 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


59733 
LIB3040 


-058 


-Ql- 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


59734 
LIB3040 


-058 


-Ql- 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


59735 
LIB3040 


-058 


-Ql' 


-El 


-Ell 



9399 



Seq. 
Seq. 


No. 

ID 


59736 
LIB3040- 


-058- 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


59737 
LIB3040- 


-058- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


59738 
LIB3040- 


-058- 


-Ql- 


■El- 


-F7 


Seq. 
Seq. 


No. 
ID 


59739 
LIB3040- 


-058- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


59740 
LIB3040- 


-058- 


-Ql- 


■El- 


-G2 


Seq. 
Seq. 


No. 

ID 


59741 
LIB3040- 


-058- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


59742 
LIB3040- 


-058- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 
ID 


59743 
LIB3040- 


-058- 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 
ID 


59744 
LIB3040- 


-059- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


59745 
LIB3040- 


-059- 


-Ql- 


-El- 


-A6 


Seq. 
Seq. 


No. 

ID 


59746 
LIB3040- 


-059- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


59747 
LIB3040- 


-059- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


59748 
LIB3040- 


-059- 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 

ID 


59749 
LIB3040' 


-059- 


-Ql- 


-El' 


-D8 


Seq. 
Seq. 


No. 

ID 


59750 
LIB3040' 


-059- 


-Ql- 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


59751 
LIB3040 


-059- 


-Ql- 


-El' 


-E7 


Seq. 
Seq. 


No. 

ID 


59752 
LIB3040 


-059- 


-Ql- 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


59753 
LIB3040 


-059- 


-Ql- 


-El 


-F2 


Seq. 
Seq. 


No. 
ID 


59754 
LIB3040 


-059- 


-Ql- 


-El 


-F5 



9400 



# 



Seq. 
Seq. 


No, 
ID 


59755 
LIB3040 


-059 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


59756 
LIB3040 


-059 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


59757 
LIB3040 


-059 


-Ql 


-El 


-G10 


Seq. 
Seq. 


No. 

ID 


59758 
LIB3040 


-059 


-Ql 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


59759 
LIB3040 


-059 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


59760 
LIB3040 


-059 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 
ID 


59761 
LIB3040 


-059 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


59762 
LIB3040 


-060 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


59763 
LIB3040 


-060 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


59764 
LIB3040 


-060 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


59765 
LIB3040 


-060 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


59766 
LIB3040 


-060 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


59767 
LIB3040 


-060 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


59768 
LIB3040 


-060 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


59769 
LIB3040 


-060- 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


59770 
LIB3040 


-060- 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


59771 
LIB3040 


-060- 


-Ql 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


59772 
LIB3040 


-060- 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


59773 
LIB3040 


-060- 


-Ql 


-El 


-G5 



9401 



Seq. 


No. 


59774 








Seq. 


t n 
ID 




-UoU 


"Ql 


-bl-bo 


Seq. 


No. 


59775 








o « « 

beq. 


ID 


-LlBo(J4U 


C\ C C\ 

-UoU 


-Ql 


T> 1 TT1 

-Li-Hi 


Seq. 


No. 


59776 








Seq . 


TPi 
± U 


T TT3 ^ H A Pi 
LIdjU 4 U 
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Seq. 
Seq. 


No. 
ID 


59968 
LIB3049- 


015 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 
ID 


59969 
LIB3049- 


015 


-Ql 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


59970 
LIB3049- 


015 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


59971 
LIB3049- 


015 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


59972 
LIB3049- 


015 


-Ql 


-El 


-Gil 


Seq. 
Seq. 


No. 
ID 


59973 
LIB3049- 


015 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 
ID 


59974 
LIB3049- 


015 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


59975 
LIB3049- 


016 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


59976 
LIB3049- 


016 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


59977 
LIB3049- 


016 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 
ID 


59978 
LIB3049- 


016- 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


59979 
LIB3049- 


016- 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


59980 
LIB3049- 


016- 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 
ID 


59981 
LIB3049- 


016- 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 
ID 


59982 
LIB3049- 


016- 


-Ql 


-El- 


-F7 
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Seq. No. 59983 

Seq. ID LIB3049-016-Q1-E1-G2 

Seq. No. 59984 

Seq. ID LIB3049-016-Q1-E1-G3 

Seq. No. 59985 

Seq. ID LIB3049-016-Q1-E1-G6 

Seq. No. 59986 

Seq. ID LIB3049-016-Q1-E1-H3 

Seq. No. 59987 

Seq. ID LIB3049-017-Q1-E1-C2 

Seq. No. 59988 

Seq. ID LIB3049-017-Q1-E1-C3 

Seq. No. 59989 

Seq. ID LIB3049-017-Q1-E1-D5 

Seq. No. 59990 

Seq. ID LIB3049-017-Q1-E1-E6 

Seq. No. 59991 

Seq. ID LIB3049-017-Q1-E1-F5 

Seq. No. 59992 

Seq. ID LIB3049-017-Q1-E1-G2 

Seq. No. 59993 

Seq. ID LIB3049-017-Q1-E1-G3 

Seq. No. 59994 

Seq. ID LIB3049-017-Q1-E1-G5 

Seq. No. 59995 

Seq. ID LIB3049-017-Q1-E1-G7 

Seq. No. 59996 

Seq. ID LIB3049-017-Q1-E1-H3 

Seq. No. 59997 

Seq. ID LIB3049-018-Q1-E1-A2 

Seq. No. 59998 

Seq. ID LIB3049-018-Q1-E1-A3 

Seq. No. 59999 

Seq. ID LIB304 9-018-Q1-E1-A7 

Seq. No. 60000 

Seq. ID LIB3049-018-Q1-E1-B1 

Seq. No. 60001 

Seq. ID LIB3049-018-Q1-E1-B12 
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Seq. No. 60002 

Seq. ID LIB3049-018-Q1-E1-C10 

Seq. No. 60003 

Seq. ID LIB3049-018-Q1-E1-C4 

Seq. No. 60004 

Seq. ID LIB3049-018-Q1-E1-D5 

Seq. No. 60005 

Seq. ID LIB3049-018-Q1-E1-D8 

Seq. No. 60006 

Seq. ID LIB3049-018-Q1-E1-F1 

Seq. No. 60007 

Seq. ID LIB3049-018-Q1-E1-F12 

Seq. No. 60008 

Seq. ID LIB3049-018-Q1-E1-F6 

Seq. No. 60009 

Seq. ID LIB3049-018-Q1-E1-G1 

Seq. No. 60010 

Seq. ID LIB3049-018-Q1-E1-G11 

Seq. No. 60011 

Seq. ID LIB3049-018-Q1-E1-G4 

Seq. No. 60012 

Seq. ID LIB3049-018-Q1-E1-G9 

Seq. No. 60013 

Seq. ID LIB3049-018-Q1-E1-H1 

Seq. No. 60014 

Seq. ID LIB3049-018-Q1-E1-H2 

Seq. No. 60015 

Seq. ID LIB3049-018-Q1-E1-H6 

Seq. No. 60016 

Seq. ID LIB3049-019-Q1-E1-A10 

Seq. No. 60017 

Seq. ID LIB3049-019-Q1-E1-A5 

Seq. No. 60018 

Seq. ID LIB3049-019-Q1-E1-B12 

Seq. No. 60019 

Seq. ID LIB3049-019-Q1-E1-B4 

Seq. No. 60020 

Seq. ID LIB3049-019-Q1-E1-B5 
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Seq. 
Seq. 


No. 
ID 


w 

60021 
LIB3049- 


-019 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


60022 
LIB3049- 


-019 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 
ID 


60023 
LIB3049- 


-019 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


60024 
LIB3049- 


■019 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


60025 
LIB3049- 


■019 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


60026 
LIB3049- 


■019 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


60027 
LIB3049- 


•020 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


60028 
LIB3049- 


020 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


60029 
LIB3049- 


020 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


60030 
LIB3049- 


020 


-Ql 


-El 


-C7 


Seq. 
Seq. 


No. 

ID 


60031 
LIB3049- 


020- 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


60032 
LIB3049- 


020- 


-Ql 


-El 


-E12 


Seq. 
Seq. 


No. 

ID 


60033 
LIB3049- 


020- 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


60034 
LIB3049- 


020- 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


60035 
LIB3049- 


021- 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 
ID 


60036 
LIB3049- 


021- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 
ID 


60037 
LIB3049- 


021- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


60038 
LIB3049- 


021- 


-Ql- 


-El- 


-C3 


Seq, 
Seq, 


No, 

ID 


60039 
LIB3049- 


021- 


-Ql- 


-El- 


-C5 
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Seq. No. 60040 

Seq. ID LIB3049-021-Q1-E1-C6 

Seq. No. 60041 

Seq. ID LIB3049-021-Q1-E1-D10 

Seq. No. 60042 

Seq. ID LIB3049-021-Q1-E1-D11 

Seq. No. 60043 

Seq. ID LIB3049-021-Q1-E1-D4 

Seq. No. 60044 

Seq. ID LIB3049-021-Q1-E1-D7 

Seq. No. 60045 

Seq. ID LIB3049-021-Q1-E1-E1 

Seq. No. 60046 

Seq. ID LIB3049-021-Q1-E1-E10 

Seq. No. 60047 

Seq. ID LIB3049-021-Q1-E1-E4 

Seq. No. 60048 

Seq. ID LIB3049-021-Q1-E1-E6 

Seq. No. 60049 

Seq. ID LIB3049-021-Q1-E1-F10 

Seq. No. 60050 

Seq. ID LIB3049-021-Q1-E1-F4 

Seq. No. 60051 

Seq. ID LIB3049-021-Q1-E1-F6 

Seq. No. 60052 

Seq. ID LIB3049-021-Q1-E1-F8 

Seq. No. 60053 

Seq. ID LIB3049-021-Q1-E1-F9 

Seq. No. 60054 

Seq. ID LIB3049-021-Q1-E1-G2 

Seq. No. 60055 

Seq. ID LIB3049-021-Q1-E1-G3 

Seq. No. 60056 

Seq. ID LIB3049-021-Q1-E1-G8 

Seq. No. 60057 

Seq. ID LIB3049-021-Q1-E1-H11 

Seq. No. 60058 

Seq. ID LIB3049-021-Q1-E1-H6 
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Seq. 
Seq. 


No. 

ID 


# 

60059 
LIB3049- 


■022 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 
ID 


60060 
LIB3049- 


■022 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 

ID 


60061 
LIB3049- 


■022 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


60062 
LIB3049- 


■022 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


60063 
LIB3049- 


022 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


60064 
LIB3049- 


022 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


60065 
LIB3049- 


022 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


60066 
LIB3049- 


022 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


60067 
LIB3049- 


022 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


60068 
LIB3049- 


022 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


60069 
LIB3049- 


022 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


60070 
LIB3049- 


022 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


60071 
LIB3049- 


022 


-Ql 


-El 


-E12 


Seq. 
Seq. 


No. 

ID 


60072 
LIB3049- 


022 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


60073 
LIB3049- 


022 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 
ID 


60074 
LIB3049- 


022 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


60075 
LIB3049- 


022- 


-Ql- 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


60076 
LIB3049- 


022- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


60077 
LIB3049- 


022- 


-Ql- 


-El- 


-G6 
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Seq* 
Seq. 


No. 

ID 


60078 
LIB3049- 


022 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 
ID 


60079 
LIB3049- 


022 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 
ID 


60080 
LIB3049- 


023 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 
ID 


60081 
LIB3049- 


023 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


60082 
LIB3049- 


023 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


60083 
LIB3049- 


023 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 
ID 


60084 
LIB3049- 


023 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


60085 
LIB3049- 


023 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 
ID 


60086 
LIB3049- 


023 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


60087 
LIB3049- 


023 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


60088 
LIB3049- 


023 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


60089 
LIB3049- 


023 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


60090 
LIB3049- 


023 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


60091 
LIB3049- 


023 


-Ql 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


60092 
LIB3049- 


023 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 
ID 


60093 
LIB3049- 


023 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


60094 
LIB3049- 


023^ 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


60095 
LIB304 9- 


024- 


-Ql- 


-El 


-Al 


Seq. 
Seq. 


No. 
ID 


60096 
LIB3049- 


024- 


-Ql- 


-El 


-A6 
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Seq. 
Seq. 


No. 

ID 


60097 
LIB3049- 


024 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


60098 
LIB3049- 


024 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


60099 
LIB3049- 


024 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


60100 
LIB3049- 


024 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


60101 
LIB3049- 


024 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


60102 
LIB3049- 


024 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


60103 
LIB3049- 


024 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 
ID 


60104 
LIB3049- 


024 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


60105 
LIB3049- 


024 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


60106 
LIB3049- 


024 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


60107 
LIB3049- 


024 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


60108 
LIB3049- 


025 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 
ID 


60109 
LIB3049- 


•025 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


60110 
LIB3049- 


025 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


60111 
LIB3049- 


025 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


60112 
LIB3049- 


025 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


60113 
LIB3049- 


025 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


60114 
LIB3049- 


025 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


60115 
LIB3049- 


•025 


-Ql 


-El 


-F4 
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Seq. 
Seq. 


No. 

ID 


60116 
LIB3049 


-025- 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 
ID 


60117 
LIB3049 


-025 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


60118 
LIB3049 


-025- 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


60119 
LIB3049 


-025- 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 
ID 


60120 
LIB3049 


-025- 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 
ID 


60121 
LIB3049 


-025- 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


60122 
LIB3049 


-026- 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


60123 
LIB3049 


-026- 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


60124 
LIB3049 


-026- 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


60125 
LIB3049 


-026- 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


60126 
LIB3049 


-026- 


-Ql 


-El 


-C7 


Seq. 
Seq. 


No. 

ID 


60127 
LIB3049 


-026- 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


60128 
LIB3049 


-026- 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 
ID 


60129 
LIB3049 


-026- 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


60130 
LIB3049- 


-026- 


-Ql- 


-El 


-Fll 


Seq. 
Seq. 


No. 

ID 


60131 
LIB3049- 


-026- 


-Ql- 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


60132 
LIB3049- 


-026- 


-Ql- 


-El 


-G2 


Seq. 
Seq. 


No. 
ID 


60133 
LIB3049- 


-026- 


-Ql- 


-El- 


-H3 


Seq. 
Seq. 


No. 

ID 


60134 
LIB3049- 


-026- 


-Ql- 


-El- 


-H7 
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Seq. No. 60135 

Seq. ID LIB3049-027-Q1-E1-A10 

Seq. No. 60136 

Seq. ID LIB3049-027-Q1-E1-A11 

Seq. No. 60137 

Seq. ID LIB3049-027-Q1-E1-A5 

Seq. No. 60138 

Seq. ID LIB3049-027-Q1-E1-B1 

Seq. No. 60139 

Seq. ID LIB3049-027-Q1-E1-B10 

Seq. No. 60140 

Seq. ID LIB3049-027-Q1-E1-B2 

Seq. No. 60141 

Seq. ID LIB3049-027-Q1-E1-B4 

Seq. No. 60142 

Seq. ID ^ LIB3049-027-Q1-E1-B5 

Seq. No. 60143 

Seq. ID LIB3049-027-Q1-E1-C4 

Seq. No. 60144 

Seq. ID LIB3049-027-Q1-E1-C5 

Seq. No. 60145 

Seq. ID LIB3049-027-Q1-E1-C7 

Seq. No. 60146 

Seq. ID LIB3049-027-Q1-E1-D2 

Seq. No. 60147 

Seq. ID LIB3049-027-Q1-E1-D5 

Seq. No. 60148 

Seq. ID LIB3049-027-Q1-E1-E10 

Seq. No. 60149 

Seq. ID LIB3049-027-Q1-E1-F10 

Seq. No. 60150 

Seq. ID LIB3049-027-Q1-E1-F8 

Seq. No. 60151 

Seq. ID LIB3049-027-Q1-E1-G6 

Seq. No. 60152 

Seq. ID LIB3049-027-Q1-E1-H6 

Seq. No. 60153 

Seq. ID LIB3049-028-Q1-E1-B3 
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Seq. 
Seq. 


No. 

ID 


60154 
LIB3049- 


■028- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 
ID 


60155 
LIB3049- 


■028- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 

ID 


60156 
LIB3049- 


•028- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


60157 
LIB3049- 


■028- 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


60158 
LIB3049- 


•028- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


60159 
LIB3049- 


■028- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 

ID 


60160 
LIB3049- 


-028- 


-Ql' 


-El- 


-F7 


Seq. 
Seq. 


No. 
ID 


60161 
LIB3049- 


■028- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 
ID 


60162 
LIB3049- 


■028- 


-Ql- 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


60163 
LIB3049- 


■028- 


-Ql- 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


60164 
LIB3049- 


-028 


-Ql- 


-El 


-H3 


Seq. 
Seq. 


No. 
ID 


60165 
LIB3049- 


•029 


-Ql- 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


60166 
LIB3049- 


-029- 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


60167 
LIB3049- 


■029- 


-Ql- 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


60168 
LIB3049- 


-029 


-Ql- 


-El 


-D3 


Seq. 
Seq. 


No. 
ID 


60169 
LIB3049- 


■029- 


-Ql- 


-El 


-E12 


Seq. 
Seq. 


No. 

ID 


60170 
LIB3049- 


-029- 


-Ql- 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


60171 
LIB3049- 


-029- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 
ID 


60172 
LIB3049- 


■029- 


-Ql. 


-El 


-Gl 
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Seq. 
Seq. 


No. 

ID 


60173 
LIB3049- 


-029- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


60174 
LIB3049- 


-029- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


60175 
LIB3049- 


-029- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


60176 
LIB3049- 


-029- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


60177 
LIB3049- 


-029- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


60178 
LIB3049- 


-029- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


60179 
LIB3049- 


-029- 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 

ID 


60180 
LIB3049- 


-029- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 
ID 


60181 
LIB3049- 


-029- 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 

ID 


60182 
LIB3049- 


-030- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 
ID 


60183 
LIB3049- 


-030- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


60184 
LIB3049- 


-030- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


60185 
LIB3049- 


-030- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 
ID 


60186 
LIB3049- 


-030- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


60187 
LIB3049- 


-030- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


60188 
LIB3049- 


-030- 


-Ql- 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


60189 
LIB3049- 


-030- 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


60190 
LIB3049- 


-030- 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


60191 
LIB3049- 


-030- 


-Ql 


-El 


-E9 



9423 




Seq. 
Seq. 


No. 

ID 


60192 
LIB3049- 


-030- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 
ID 


60193 
LIB3049- 


-030- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


60194 
LIB3049- 


-030- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 
ID 


60195 
LIB3049- 


-030- 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 
ID 


60196 
LIB3049- 


-030- 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 

ID 


60197 
LIB3049- 


-031- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 
ID 


60198 
LIB3049- 


-031- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


60199 
LIB3049- 


-031- 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 

ID 


60200 
LIB3049- 


-031- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


60201 
LIB3049- 


-031- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


60202 
LIB3049- 


-031- 


-Ql- 


-El' 


-C12 


Seq. 
Seq. 


No. 

ID 


60203 
LIB3049- 


-031- 


-Ql' 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


60204 
LIB3049- 


-031- 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


60205 
LIB3049- 


-031- 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 
ID 


60206 
LIB3049- 


-031- 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


60207 
LIB3049- 


-031- 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


60208 
LIB3049 


-031- 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


60209 
LIB3049' 


-031 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 
ID 


60210 
LIB3049 


-031 


-Ql 


-El 


-Fl 



9424 




Seq. 
Seq. 


No. 

ID 


60211 
LIB3049- 


031 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 
ID 


60212 
LIB3049- 


031 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


60213 
LIB3049- 


031 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


60214 
LIB3049- 


032 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 
ID 


60215 
LIB3049- 


032 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


60216 
LIB3049- 


032 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


60217 
LIB3049- 


032 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


60218 
LIB3049- 


032 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


60219 
LIB3049- 


032 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


60220 
LIB3049- 


032 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


60221 
LIB3049- 


032 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


60222 
LIB3049- 


032 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 
ID 


60223 
LIB3049- 


032 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 
ID 


60224 
LIB3049- 


032 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


60225 
LIB3049- 


032 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 
ID 


60226 
LIB3049- 


032 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 
ID 


60227 
LIB3049- 


032 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


60228 
LIB3049- 


032 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


60229 
LIB3049- 


032 


-Ql 


-El 


-F6 



9425 



© 



Seq. 
Seq. 


No. 
ID 


60230 
LIB3049- 


032 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


60231 
LIB3049- 


032 


-Ql 


-El 


-H11 


Seq. 
Seq. 


No. 
ID 


60232 
LIB3049- 


032 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 
ID 


60233 
LIB3049- 


032 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


60234 
LIB3049- 


032 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


60235 
LIB3049- 


033 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


60236 
LIB3049- 


033 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


60237 
LIB3049- 


033 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


60238 
LIB3049- 


033 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


60239 
LIB3049- 


033 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


60240 
LIB3049- 


033 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


60241 
LIB3049- 


033 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 
ID 


60242 
LIB3049- 


033 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


60243 
LIB3049- 


■033 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


60244 
LIB3049- 


033 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


60245 
LIB3049- 


033 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


60246 
LIB3049- 


033 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


60247 
LIB3049- 


033 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


60248 
LIB3049- 


033 


-Ql 


-El 


-Hll 



9426 




Seq. 
Seq. 


No. 

ID 


60249 
LIB3049- 


033 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 
ID 


60250 
LIB3049- 


033 


-Ql- 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


60251 
LIB3049- 


033 


-Ql- 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


60252 
LIB3049- 


034 


-Ql- 


-El 


-A2 


Seq. 
Seq. 


No. 
ID 


60253 
LIB3049- 


034 


-Ql- 


-El 


-A3 


Seq. 
Seq. 


No. 
ID 


60254 
LIB3049- 


034 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 
ID 


60255 
LIB3049- 


034 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 
ID 


60256 
LIB3049- 


034 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


60257 
LIB3049- 


034 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


60258 
LIB3049- 


■034 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


60259 
LIB3049- 


■034 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


60260 
LIB3049- 


■034 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


60261 
LIB3049- 


■034 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


60262 
LIB3049- 


■034 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


60263 
LIB3049- 


■034 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


60264 
LIB3049- 


■035 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


60265 
LIB3049- 


■035 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


60266 
LIB3049- 


■035 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


60267 
LIB3049- 


■035 


-Ql 


-El 


-CI 



9427 




Seq. 
Seq. 


No. 
ID 


60268 
LIB3049- 


035 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


60269 
LIB3049- 


035 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


60270 
LIB3049- 


035- 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 
ID 


60271 
LIB3049- 


035 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


60272 
LIB3049- 


035- 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 
ID 


60273 
LIB3049- 


035 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 
ID 


60274 
LIB3049- 


035 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 
ID 


60275 
LIB3049- 


035 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


60276 
LIB3049- 


035 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


60277 
LIB3049- 


035 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 
ID 


60278 
LIB3049- 


036 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 
ID 


60279 
LIB3049- 


036 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 
ID 


60280 
LIB3049- 


036 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 
ID 


60281 
LIB3049- 


036 


-Ql 


-El 


-B8 


Seq. 
Seq. 


No. 

ID 


60282 
LIB3049- 


036 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 
ID 


60283 
LIB3049- 


036 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


60284 
LIB3049- 


036 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


60285 
LIB3049- 


036 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 
ID 


60286 
LIB3049- 


036- 


-Ql 


-El 


-C7 



9428 




Seq. 
Seq. 


No. 
ID 


60287 
LIB3049 


-036- 


-Ql- 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


60288 
LIB3049 


-036- 


-Ql- 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


60289 
LIB3049 


-036- 


-Ql- 


-El 


-E10 


Seq. 
Seq. 


No. 
ID 


60290 
LIB3049' 


-036- 


-Ql- 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


60291 
LIB3049 


-036- 


-Ql- 


-El 


-E12 


Seq. 
Seq. 


No. 

ID 


60292 
LIB3049' 


-036- 


-Ql- 


-El 


-E5 


Seq. 
Seq. 


No. 
ID 


60293 
LIB3049- 


-036- 


-Ql- 


-El- 


-Fll 


Seq. 
Seq. 


No. 
ID 


60294 
LIB3049- 


-036- 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 
ID 


60295 
LIB3049- 


-036- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 
ID 


60296 
LIB3049- 


-036- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


60297 
LIB3049- 


-036- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


60298 
LIB3049- 


-036- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 
ID 


60299 
LIB3049- 


-036- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


60300 
LIB3049- 


-036- 


-Ql- 


-El- 


-G5 


Seq. 
Seq. 


No. 

ID 


60301 
LIB3049- 


-036- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


60302 
LIB3049- 


-036- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


60303 
LIB3049- 


-036- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


60304 
LIB3049- 


-036- 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 

ID 


60305 
LIB3049- 


-037- 


-Ql- 


-El- 


-A10 



9429 




Seq. 
Seq. 


No. 
ID 


60306 
LIB3049- 


•037- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 
ID 


60307 
LIB3049- 


■037- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 

ID 


60308 
LIB3049- 


•037- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


60309 
LIB3049- 


037' 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


60310 
LIB3049- 


■037 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 
ID 


60311 
LIB3049- 


•037- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


60312 
LIB3049- 


•037 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


60313 
LIB3049- 


■037' 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 

ID 


60314 
LIB3049- 


■037 


-Ql' 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


60315 
LIB3049- 


■037 


-Ql' 


-El' 


-C8 


Seq. 
Seq. 


No. 

ID 


60316 
LIB3049- 


■037 


-Ql' 


-El' 


-Dll 


Seq. 
Seq. 


No. 
ID 


60317 
LIB3049- 


■037 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 
ID 


60318 
LIB3049- 


■037 


-Ql' 


-El 


-E10 


Seq. 
Seq. 


No. 
ID 


60319 
LIB3049- 


■037 


-Ql' 


-El' 


-E3 


Seq. 
Seq. 


No. 
ID 


60320 
LIB3049- 


■037' 


-Ql' 


-El' 


-E6 


Seq. 
Seq. 


No. 

ID 


60321 
LIB3049- 


•037' 


-Ql- 


-El' 


-E9 


Seq. 
Seq. 


No. 
ID 


60322 
LIB3049- 


■037' 


-Ql- 


-El' 


-F2 


Seq. 
Seq. 


No. 

ID 


60323 
LIB3049- 


■037 


-Ql- 


-El' 


-F6 


Seq. 
Seq. 


No. 
ID 


60324 
LIB3049- 


■037- 


-Ql- 


-El' 


-Gil 



9430 




Seq. 
Seq. 


No. 
ID 


60325 
LIB3049- 


037- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


60326 
LIB3049- 


037- 


-Ql- 


-El- 


-G5 


Seq. 
Seq. 


No. 

ID 


60327 
LIB3049- 


037- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


60328 
LIB3049- 


037 


-Ql- 


-El- 


-H3 


Seq. 
Seq. 


No. 

ID 


60329 
LIB3049- 


038 


-Ql- 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


60330 
LIB3049- 


038 


-Ql- 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


60331 
LIB3049- 


038 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


60332 
LIB304 9- 


038 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


60333 
LIB3049- 


038 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


60334 
LIB3049- 


■038 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


60335 
LIB3049- 


■038 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 
ID 


60336 
LIB3049- 


■038 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


60337 
LIB3049- 


■038 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 
ID 


60338 
LIB3049- 


■038 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


60339 
LIB3049- 


■038 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


60340 
LIB3049- 


■038 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


60341 
LIB3049- 


-038 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 

ID 


60342 
LIB3049- 


-038 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


60343 
LIB3049- 


-038 


-Ql 


-El 


-Gil 



9431 



o 

Seq. No. 60344 

Seq. ID LIB3049-038-Q1-E1-G3 

Seq. No. 60345 

Seq. ID LIB3049-038-Q1-E1-G4 

Seq. -No. 60346 

Seq. ID LIB3049-038-Q1-E1-G9 

Seq. No. 60347 

Seq. ID LIB3049-038-Q1-E1-H1 

Seq. No. 60348 

Seq. ID LIB3049-038-Q1-E1-H6 

Seq. No. 60349 

Seq. ID LIB3049-039-Q1-E1-A3 

Seq. No. 60350 

Seq. ID LIB3049-039-Q1-E1-A6 

Seq. No. 60351 

Seq. ID LIB3049-039-Q1-E1-B10 

Seq, No. 60352 

Seq. ID LIB3049-039-Q1-E1-B11 

Seq. No. 60353 

Seq. ID LIB3049-039-Q1-E1-C11 

Seq. No. 60354 

Seq. ID LIB3049-039-Q1-E1-D10 

Seq. No. 60355 

Seq. ID LIB3049-039-Q1-E1-D2 

Seq. No. 60356 

Seq. ID LIB3049-039-Q1-E1-D3 

Seq. No. 60357 

Seq. ID LIB3049-039-Q1-E1-E7 

Seq. No. 60358 

Seq. ID LIB3049-039-Q1-E1-F2 

Seq. No. 60359 

Seq. ID LIB3049-039-Q1-E1-H12 

Seq. No. 60360 

Seq. ID LIB3049-040-Q1-E1-A10 

Seq. No. 60361 

Seq. ID LIB3049-040-Q1-E1-A12 

Seq. No. 60362 

Seq. ID LIB3049-040-Q1-E1-A6 



9432 



Seq. 
Seq. 


No. 

ID 


60363 
LIB3049- 


040 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 
ID 


60364 
LIB3049- 


040 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


60365 
LIB3049- 


040 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


60366 
LIB3049- 


040 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


60367 
LIB3049- 


040 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


60368 
LIB3049- 


040 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


60369 
LIB3049- 


040 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 
ID 


60370 
LIB3049- 


040 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


60371 
LIB3049- 


040 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


60372 
LIB3049- 


040 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 
ID 


60373 
LIB3049- 


040 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


60374 
LIB3049- 


040 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


60375 
LIB3049- 


040 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


60376 
LIB3049- 


040 


-Ql 


-El 


-E9 


Seq. 
Seq. 


No.^ 
ID 


60377 
LIB3049- 


040 


-Ql 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


60378 
LIB3049- 


040 


-Ql- 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


60379 
LIB3049- 


040 


-Ql- 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


60380 
LIB3049- 


041 


-Ql- 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


60381 
LIB3049- 


041 


-Ql- 


-El 


-A12 



9433 



Seq. 
Seq. 


No. 
ID 


# 

60382 
LIB3049- 


•041 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


60383 
LIB3049- 


•041 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


60384 
LIB3049- 


041 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


60385 
LIB3049- 


041 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 
ID 


60386 
LIB3049- 


041 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 
ID 


60387 
LIB3049- 


041 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


60388 
LIB3049- 


041 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


60389 
LIB3049- 


041 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 
ID 


60390 
LIB3049- 


041 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 
ID 


60391 
LIB3049- 


041 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


60392 
LIB3049- 


041 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


60393 
LIB3049- 


041 


-Ql 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


60394 
LIB3049- 


041- 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 
ID 


60395 
LIB3049- 


041- 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


60396 
LIB3049- 


041- 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


60397 
LIB3049- 


041- 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


60398 
LIB3049- 


041- 


-Ql- 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


60399 
LIB3049- 


041- 


-Ql- 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


60400 
LIB3049- 


041- 


-Ql- 


-El 


-HI 



9434 



# 



Seq. 
Seq. 


No. 

ID 


60401 
LIB3049 


-041 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


60402 
LIB3049 


-041 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


60403 
LIB3049 


-042 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 

ID 


60404 
LIB3049 


-042 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


60405 
LIB3049 


-042 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


60406 
LIB3049 


-042 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


60407 
LIB3049 


-042 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


60408 
LIB3049 


-042 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 
ID 


60409 
LIB3049 


-042 


-Ql 


-El 


-E12 


Seq. 
Seq. 


No. 
ID 


60410 
LIB3049 


-042 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


60411 
LIB3049 


-042 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


60412 
LIB3049 


-042 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 
ID 


60413 
LIB3049 


-042 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 
ID 


60414 
LIB3049 


-042 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 
ID 


60415 
LIB3049 


-042 


-Ql 


-El 


-G10 


Seq. 
Seq. 


No. 
ID 


60416 
LIB3049 


-042 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


60417 
LIB3049 


-042 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


60418 
LIB3049 


-042 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 
ID 


60419 
LIB3049 


-042 


-Ql 


-El 


-H4 



9435 



Seq. 
Seq. 


Na. 
ID 


60420 
LIB3049- 


043- 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


60421 
LIB3049- 


043- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 
ID 


60422 
LIB3049- 


043- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


60423 
LIB3049- 


043- 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


60424 
LIB3049- 


043- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


60425 
LIB3049- 


•043- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


60426 
LIB3049- 


-043- 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 

ID 


60427 
LIB3049- 


-043- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


60428 
LIB3049- 


-043- 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 

ID 


60429 
LIB3049- 


-043 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 
ID 


60430 
LIB3049- 


-043 


-Ql- 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


60431 
LIB3049- 


-043 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


60432 
LIB3049- 


-043 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 
ID 


60433 
LIB3049- 


-044 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 
ID 


60434 
LIB3049- 


-044 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 

ID 


60435 
LIB304 9- 


-044 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 
ID 


60436 
LIB3049- 


-044 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


60437 
LIB3049- 


-044 


-Ql 


-El 


-B8 


Seq. 
Seq. 


No. 

ID 


60438 
LIB3049- 


-044 


-Ql 


-El 


-B9 



9436 




Seq. 
Seq. 


No. 
ID 


60439 
LIB3049- 


044- 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 

ID 


60440 
LIB3049- 


044- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


60441 
LIB3049- 


044- 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


60442 
LIB3049- 


044- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


60443 
LIB3049- 


•044- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 

ID 


60444 
LIB3049- 


■044- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


60445 
LIB3049- 


■045- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


60446 
LIB3049- 


■045- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 

ID 


60447 
LIB3049- 


■045- 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


60448 
LIB3049- 


•045- 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 
ID 


60449 
LIB3049- 


•045- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 
ID 


60450 
LIB3049- 


-045- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 
ID 


60451 
LIB3049- 


-045- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


60452 
LIB3049- 


-045- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


60453 
LIB3049- 


-045- 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 
ID 


60454 
LIB3049- 


-046- 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


60455 
LIB3049- 


-046- 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


60456 
LIB3049- 


-046- 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


60457 
LIB3049- 


-046- 


-Ql 


-El' 


-C10 



9437 



Seq. 
Seq. 


No. 

ID 


60458 
LIB3049- 


■046- 


■Ql- 


■El- 


■C5 


Seq. 
Seq. 


No. 

ID 


60459 
LIB3049- 


•046- 


■Ql- 


•El- 


■CI 


Seq. 
Seq. 


No. 
ID 


60460 
LIB3049- 


•046- 


■Ql- 


■El- 


-D9 


Seq. 
Seq. 


No. 

ID 


60461 
LIB3049- 


-046- 


■Ql- 


■El- 


-E2 


Seq. 
Seq. 


No. 

ID 


60462 
LIB3049- 


-046- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 
ID 


60463 
LIB3049- 


-046- 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 
ID 


60464 
LIB3049- 


-046- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


60465 
LIB3049- 


-046- 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


60466 
LIB3049- 


-046- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


60467 
LIB3049- 


-046- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


60468 
LIB3049- 


-046- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


60469 
LIB3049- 


-046- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


60470 
LIB3049- 


-046- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


60471 
LIB3049- 


-046- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


60472 
LIB3049- 


-046- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


60473 
LIB3049- 


-046- 


-Ql- 


-El 


-H7 


Seq. 
Seq. 


No. 
ID 


60474 
LIB3049- 


-047 


-Ql- 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


60475 
LIB3049- 


-047 


-Ql- 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


60476 
LIB3049' 


-047 


-Ql 


-El 


-C6 



9438 



Seq. 
Seq. 


No. 
ID 


O 

60477 
LIB3049- 


-047 


-Ql- 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


60478 
LIB3049- 


-047 


-Ql- 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


60479 
LIB3049- 


-047 


-Ql- 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


60480 
LIB3049- 


-047 


-Ql- 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


60481 
LIB3049- 


-047 


-Ql- 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


60482 
LIB3049 


-047 


-Ql- 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


60483 
LIB3049 


-047 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


60484 
LIB3049 


-047 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


60485 
LIB3049 


-047 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


60486 
LIB3049 


-048 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


60487 
LIB3049 


-048 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


60488 
LIB3049 


-048 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


60489 
LIB3049 


-048 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


60490 
LIB3049 


-048 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


60491 
LIB3049 


-048 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


60492 
LIB3049 


-048 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


60493 
LIB3049 


-049 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


60494 
LIB3049 


-049 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


60495 
LIB3049 


-049 


-Ql 


-El 


-B12 



9439 




Seq. 
Seq. 


No. 

ID 


60496 
LIB3049- 


-049- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 
ID 


60497 
LIB3049- 


-049- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


60498 
LIB3049- 


-049- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


60499 
LIB3049- 


-049- 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 
ID 


60500 
LIB3049- 


-049- 


-Ql- 


-El- 


-C7 


Seq. 
Seq. 


No. 
ID 


60501 
LIB3049- 


-049- 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


60502 
LIB3049- 


-049- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


60503 
LIB3049- 


-049- 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


No. 

ID 


60504 
LIB3049- 


-049- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


60505 
LIB3049- 


-049- 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 

ID 


60506 
LIB3049- 


-049- 


-Ql- 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


60507 
LIB3049- 


-049- 


-Ql- 


-El 


-Fl 


Seq. 
Seq. 


No. 
ID 


60508 
LIB3049- 


-049- 


-Ql- 


-El 


-F5 


Seq. 
Seq. 


No. 
ID 


60509 
LIB3049- 


-049- 


-Ql- 


-El 


-F9 


Seq. 
Seq. 


No. 
ID 


60510 
LIB3049- 


-049- 


-Ql- 


-El 


-G10 


Seq. 
Seq. 


No. 

ID 


60511 
LIB3049- 


-049- 


-Ql- 


-El 


-Gil 


Seq. 
Seq. 


No. 
ID 


60512 
LIB3049- 


-049- 


-Ql- 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


60513 
LIB3049- 


-049- 


-Ql- 


-El 


-HI 


Seq. 
Seq. 


No. 
ID 


60514 
LIB3049- 


-049- 


-Ql- 


-El 


-H8 



9440 



# 



Seq. 
Seq. 


No. 
ID 


60515 
LIB3049- 


050 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


60516 
LIB3049- 


050 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


60517 
LIB3049- 


050 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


60518 
LIB3049- 


050 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 

ID 


60519 
LIB3049- 


050 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


60520 
LIB3049- 


050 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 
ID 


60521 
LIB3049- 


050 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


60522 
LIB3049- 


050 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


60523 
LIB3049- 


050 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


60524 
LIB3049- 


050 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


60525 
LIB3049- 


050 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


60526 
LIB3049- 


050 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


60527 
LIB3049- 


050 


-Ql 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


60528 
LIB3049- 


050 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


60529 
LIB3049- 


050 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


60530 
LIB3049- 


050 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


60531 
LIB3049- 


050 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


60532 
LIB3049- 


051 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


60533 
LIB3049- 


051 


-Ql 


-El 


-Bl 



9441 



# 



Seq. No. 60534 

Seq. ID LIB3049-051-Q1-E1-B2 

Seq. No. 60535 

Seq. ID LIB3049-051-Q1-E1-B5 

Seq. No. 60536 

Seq. ID LIB3049-051-Q1-E1-B7 

Seq. No. 60537 

Seq. ID LIB3049-051-Q1-E1-C2 

Seq. No. 60538 

Seq. ID LIB3049-051-Q1-E1-C7 

Seq. No. 60539 

Seq. ID LIB3049-051-Q1-E1-C8 

Seq. No. 60540 

Seq. ID LIB3049-051-Q1-E1-D2 

Seq. No. 60541 

Seq. ID LIB3049-051-Q1-E1-E5 

Seq. No. 60542 

Seq. ID LIB3049-051-Q1-E1-E6 

Seq. No. 60543 

Seq. ID LIB3049-051-Q1-E1-F10 

Seq. No. 60544 

Seq. ID LIB3049-051-Q1-E1-F6 

Seq. No. 60545 

Seq. ID LIB3049-051-Q1-E1-F7 

Seq. No. 60546 

Seq. ID LIB3049-051-Q1-E1-G1 

Seq. No. 60547 

Seq. ID LIB3049-051-Q1-E1-G10 

Seq. No. 60548 

Seq. ID LIB3049-051-Q1-E1-G2 

Seq. No. 60549 

Seq. ID LIB3049-051-Q1-E1-G5 

Seq. No. 60550 

Seq. ID LIB3049-051-Q1-E1-G6 

Seq. No. 60551 

Seq. ID LIB3049-051-Q1-E1-G7 

Seq. No. 60552 

Seq. ID LIB3049-052-Q1-E1-A11 



9442 




Seq. 
Seq. 


No. 

ID 


60553 
LIB3049- 


052- 


■Ql- 


•El- 


-B5 


Seq. 
Seq. 


No. 
ID 


60554 
LIB3049- 


-052- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


60555 
LIB3049- 


■052- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 
ID 


60556 
LIB3049- 


-052- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


60557 
LIB3049- 


-052- 


■Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


60558 
LIB3049- 


-052- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 
ID 


60559 
LIB3049- 


-052- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 
ID 


60560 
LIB3049- 


-053- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


60561 
LIB3049- 


-053- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


60562 
LIB3049- 


-053- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


60563 
LIB3049- 


-053- 


-Ql- 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


60564 
LIB3049- 


-053- 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


60565 
LIB3049- 


-053- 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


60566 
LIB3049- 


-053- 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 
ID 


60567 
LIB3049- 


-053- 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


60568 
LIB3049- 


-053- 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 
ID 


60569 
LIB3049 


-053 


-Ql 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


60570 
LIB3049 


-053 


-Ql 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


60571 
LIB3049 


-053 


-Ql 


-El 


-G9 
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Seq. 
Seq. 


No. 

ID 


60572 
LIB3049- 


-053 


-Ql- 


-El' 


-H2 


Seq. 
Seq. 


No. 

ID 


60573 
LIB3049- 


-053 


-Ql- 


-El' 


-H3 


Seq. 
Seq. 


No. 

ID 


60574 
LIB3049- 


-053 


-Ql- 


-El' 


-H4 


Seq. 
Seq. 


No. 

ID 


60575 
LIB3049- 


-053 


-Ql- 


-El' 


-H7 


Seq. 
Seq. 


No. 
ID 


60576 
LIB3049- 


-054 


-Ql- 


-El 


-All 


Seq. 
Seq. 


No. 
ID 


60577 
LIB3049- 


-054 


-Ql- 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


60578 
LIB3049- 


-054 


-Ql- 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


60579 
LIB3049- 


-054 


-Ql- 


-El 


-A9 


Seq. 
Seq. 


No. 

ID 


60580 
LIB3049- 


-054 


-Ql- 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


60581 
LIB3049- 


-054 


-Ql- 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


60582 
LIB3049- 


-054 


-Ql- 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


60583 
LIB3049- 


-054 


-Ql- 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


60584 
LIB3049- 


-054 


-Ql- 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


60585 
LIB304 9- 


-054 


-Ql- 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


60586 
LIB3049- 


-054 


-Ql- 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


60587 
LIB3049- 


-054 


-Ql- 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


60588 
LIB3049- 


-054 


-Ql- 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


60589 
LIB3049- 


-054 


-Ql- 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


60590 
LIB3049- 


-054 


-Ql- 


-El 


-D2 
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Seq. No. 60591 

Seq. ID LIB3049-054-Q1-E1-D6 

Seq. No. 60592 

Seq. ID LIB3049-054-Q1-E1-E11 

Seq. No. 60593 

Seq. ID LIB3049-054-Q1-E1-E12 

Seq. No. 60594 

Seq. ID LIB3049-054-Q1-E1-E2 

Seq. No. 60595 

Seq. ID LIB3049-054-Q1-E1-E5 

Seq. No. 60596 

Seq. ID LIB3049-054-Q1-E1-E6 

Seq. No. 60597 

Seq. ID LIB3049-054-Q1-E1-E7 

Seq. No. 60598 

Seq. ID LIB3049-054-Q1-E1-E8 

Seq. No. 60599 

Seq. ID LIB3049-054-Q1-E1-F1 

Seq. No. 60600 

Seq. ID LIB3049-054-Q1-E1-F12 

Seq. No. 60601 

Seq. ID LIB3049-054-Q1-E1-F4 

Seq. No. 60602 

Seq. ID LIB3049-054-Q1-E1-F5 

Seq. No. 60603 

Seq. ID LIB3049-054-Q1-E1-F6 

Seq. No. 60604 

Seq. ID LIB3049-054-Q1-E1-F8 

Seq. No. 60605 

Seq. ID LIB3049-054-Q1-E1-F9 

Seq. No. 60606 

Seq. ID LIB3049-054-Q1-E1-G1 

Seq. No. 60607 

Seq. ID LIB3049-054-Q1-E1-G6 

Seq. No. 60608 

Seq. ID LIB3049-054-Q1-E1-G7 

Seq. No. 60609 

Seq. ID LIB3049-054-Q1-E1-G8 



9445 



Seq. 
Seq. 


No. 

ID 


60610 
LIB3049- 


■054 




-El 


-HI 


Seq. 
Seq. 


No. 

ID 


60611 
LIB3049- 


■054 


-Ql- 


-El 


-H5 


Seq. 
Seq. 


No. 
ID 


60612 
LIB3049- 


■055 


-Ql- 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


60613 
LIB3049- 


■055 


-Ql- 


-El 


-A5 


Seq. 
Seq. 


No, 

ID 


60614 
LIB3049- 


■055 


-Ql- 


-El 


-A7 


Seq. 
Seq. 


No. 
ID 


60615 
LIB3049- 


■055 


-Ql- 


-El 


-B10 


Seq. 
Seq. 


No. 
ID 


60616 
LIB3049- 


■055 


-Ql- 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


60617 
LIB3049- 


■055- 


-Ql- 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


60618 
LIB3049- 


■055- 


-Ql- 


-El' 


-C12 


Seq. 
Seq. 


No. 

ID 


60619 
LIB3049- 


•055 


-Ql- 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


60620 
LIB3049- 


■055- 


-Ql- 


-El 


-C4 


Seq. 
Seq. 


No. 
ID 


60621 
LIB3049- 


■055- 


-Ql- 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


60622 
LIB3049- 


■055- 


-Ql- 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


60623 
LIB3049- 


■055- 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 

ID 


60624 
LIB3049- 


■055- 


-Ql- 


-El' 


-D7 


Seq. 
Seq. 


No. 

ID 


60625 
LIB3049- 


OSS- 


-Ql- 


-El' 


-D9 


Seq. 
Seq. 


No. 

ID 


60626 
LIB3049- 


OSS- 


-Ql- 


-El' 


-E6 


Seq. 
Seq. 


No. 

ID 


60627 
LIB3049- 


055- 


-Ql- 


-El' 


-E7 


Seq. 
Seq. 


No. 

ID 


60628 
LIB3049- 


055- 


-Ql- 


-El- 


-E9 
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# 



Seq. 
Seq. 


No. 

ID 


60629 
LIB3049- 


055 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


60630 
LIB3049- 


055 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 
ID 


60631 
LIB3049- 


055 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


60632 
LIB3049- 


055 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


60633 
LIB3049- 


055 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


60634 
LIB3049- 


055 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


60635 
LIB3049- 


055 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


60636 
LIB3049- 


056 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


60637 
LIB3049- 


056 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


60638 
LIB3049- 


056 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


60639 
LIB3049- 


056 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


60640 
LIB3049- 


056 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


60641 
LIB3049- 


056 


-Ql 


-El 


-B8 


Seq. 
Seq. 


No. 

ID 


60642 
LIB3049- 


056 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


60643 
LIB3049- 


056 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


60644 
LIB3049- 


056 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 
ID 


60645 
LIB3049- 


056 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


60646 
LIB3049- 


056 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


60647 
LIB3049- 


056 


-Ql 


-El 


-Ell 
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Seq. No. 60648 

Seq. ID LIB3049-056-Q1-E1-E12 

Seq. No. 60649 

Seq. ID LIB3049-056-Q1-E1-E6 

Seq. No. 60650 

Seq. ID LIB3049-056-Q1-E1-E7 

Seq. No. 60651 

Seq. ID LIB3049-056-Q1-E1-F12 

Seq. No. 60652 

Seq. ID LIB3049-056-Q1-E1-F2 

Seq. No. 60653 

Seq. ID LIB3049-056-Q1-E1-F3 

Seq. No. ' 60654 

Seq. ID LIB3049-056-Q1-E1-F4 

Seq. No. 60655 

Seq. ID LIB3049-056-Q1-E1-G4 

Seq. No. 60656 

Seq. ID LIB3049-056-Q1-E1-G5 

Seq. No. 60657 

Seq. ID LIB3050-001-Q1-E1-A4 

Seq. No. 60658 

Seq. ID LIB3050-001-Q1-E1-A8 

Seq. No. 60659 

Seq. ID LIB3050-001-Q1-E1-B7 

Seq. No. 60660 

Seq. ID LIB3050-001-Q1-E1-B8 

Seq. No. 60661 

Seq. ID LIB3050-001-Q1-E1-E12 

Seq. No. 60662 

Seq. ID LIB3050-001-Q1-E1-F10 

Seq. No. 60663 

Seq. ID LIB3050-001-Q1-E1-G7 

Seq. No. 60664 

Seq. ID LIB3050-001-Q1-E1-H2 

Seq. No. 60665 

Seq. ID LIB3050-002-Q1-E1-A9 

Seq. No. 60666 

Seq. ID LIB3050-002-Q1-E1-B4 



9448 



Seq. 
Seq. 


NO. 

ID 


60667 
LIB3050- 


-002- 


-Ql- 


-El' 


-B7 


Seq. 
Seq. 


No. 

ID 


60668 
LIB3050- 


-002- 


-Ql- 


-El' 


-Dl 


Seq. 
Seq. 


No. 

ID 


60669 
LIB3050- 


-002- 


-Ql- 


-El' 


-D2 


Seq. 
Seq. 


No. 

ID 


60670 
LIB3050- 


-002- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 

ID 


60671 
LIB3050' 


-002- 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 

ID 


60672 
LIB3050' 


-002- 


-Ql- 


-El' 


-E8 


Seq. 
Seq. 


No. 

ID 


60673 
LIB3050' 


-002- 


-Ql- 


-El' 


-F3 


Seq. 
Seq. 


No. 

ID 


60674 
LIB3050' 


-002- 


-Ql- 


-El' 


-F4 


Seq. 
Seq. 


No. 

ID 


60675 
LIB3050' 


-002- 


-Ql- 


-El' 


-G5 


Seq. 
Seq. 


No. 

ID 


60676 
LIB3050' 


-002- 


-Ql- 


-El' 


-G7 


Seq. 
Seq. 


No. 

ID 


60677 
LIB3050' 


-002- 


-Ql- 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


60678 
LIB3050' 


-003- 


-Ql- 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


60679 
LIB3050' 


-003- 


-Ql- 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


60680 
LIB3050' 


-003- 


-Ql- 


-El 


~C8 


Seq. 
Seq. 


No. 
ID 


60681 
LIB3050' 


-003 


-Ql- 


-El' 


-D7 


Seq. 
Seq. 


No. 
ID 


60682 
LIB3050' 


-003- 


-Ql- 


-El' 


-E10 


Seq. 
Seq. 


No. 

ID 


60683 
LIB3050' 


-003- 


-Ql- 


-El' 


-E6 


Seq. 
Seq. 


No. 

ID 


60684 
LIB3050' 


-003- 


-Ql- 


-El' 


-E9 


Seq. 
Seq. 


No. 
ID 


60685 
LIB3050' 


-003- 


-Ql- 


-El' 


-F2 
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Seq. 
Seq. 


No. 

ID 


© 

60686 
LIB3050 


-003 


-Ql 


-El 


-F7 


Seq . 
Seq. 


No. 

ID 


60687 
LIB3050 


-003 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 
ID 


60688 
LIB3050 


-003 


-Ql 


-El 


-H3 


Seq . 
Seq. 


No. 
ID 


60689 
LIB3050 


-003 


-Ql 


-El 


-H4 


Seq . 
Seq. 


No. 
ID 


60690 
LIB3050 


-003 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 
ID 


60691 
LIB3050 


-003 


-Ql 


-El 


-H6 


Seq . 
Seq. 


No. 
ID 


60692 
LIB3050 


-003 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 
ID 


60693 
LIB3050 


-004 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 
ID 


60694 
LIB3050 


-004 


-Ql 


-El 


-A3 


Seq . 
Seq. 


No . 
ID 


60695 
LIB3050 


-004 


-Ql 


-El 


-A8 


Seq . 
Seq. 


No. 

ID 


60696 
LIB3050 


-004 


-Ql 


-El 


-B4 


Seq . 
Seq. 


No. 
ID 


60697 
LIB3050 


-004 


-Ql 


-El 


-B5 


Seq . 
Seq. 


No. 
ID 


60698 
LIB3050 


-004 


-Ql 


-El 


-C3 


Seq . 
Seq. 


No. 
ID 


60699 
LIB3050 


-004 


-Ql 


-El 


-D6 


Seq . 
Seq. 


No. 

ID 


60700 
LIB3050 


-004 


-Ql 


-El 


-D7 


Seq . 
Seq. 


No. 

ID 


60701 
LIB3050 


-004 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


60702 
LIB3050 


-004 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


60703 
LIB3050 


-004- 


-Ql 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


60704 
LIB3050 


-004- 


-Ql 


-El 


-F2 
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Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



II 



60705 
LIB3050 

60706 
LIB3050 

60707 
LIB3050 

60708 
LIB3050 

60709 
LIB3050 

60710 
LIB3050 

60711 
LIB3050 

60712 
LIB3050 

60713 
LIB3050 

60714 
LIB3050 

60715 
LIB3050 

60716 
LIB3050 

60717 
LIB3050 

60718 
LIB3050 

60719 
LIB3050 

60720 
LIB3050 

60721 
LIB3050 

60722 
LIB3050 

60723 
LIB3050 



004-Q1-E1-F4 
•004-Q1-E1-F5 
004-Q1-E1-G4 
004-Q1-E1-G7 

004- Q1-E1-H11 
■005-Q1-K1-A1 

005- Q1-K1-A10 
005-Q1-K1-A5 
005-Q1-K1-A6 
005-Q1-K1-A7 
■005-Q1-K1-A8 
005-Q1-K1-B1 
005-Q1-K1-B3 
•005-Q1-K1-C7 
005-Q1-K1-C8 
005-Q1-K1-C9 
005-Q1-K1-D6 
005-Q1-K1-D8 
005-Q1-K1-E10 



9451 




Seq. 
Seq. 


No. 

ID 


60724 
LIB3050- 


-005- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


60725 
LIB3050- 


-005- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


60726 
LIB3050- 


-005- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


60727 
LIB3050- 


-005- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


60728 
LIB3050- 


-005- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


60729 
LIB3050 


-005- 


-Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


60730 
LIB3050 


-005- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


60731 
LIB3050 


-005- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


60732 
LIB3050 


-006- 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 
ID 


60733 
LIB3050 


-006- 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


60734 
LIB3050 


-006- 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


60735 
LIB3050 


-006- 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


60736 
LIB3050 


-006- 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


60737 
LIB3050 


-006- 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


60738 
LIB3050 


-006- 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 
ID 


60739 
LIB3050 


-006 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


60740 
LIB3050 


-006 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


60741 
LIB3050 


-006 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 
ID 


60742 
LIB3050 


-006 


-Ql 


-El 


-E4 
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Seq. 
Seq. 


No. 
ID 


60743 
LIB3050- 


-006- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 
ID 


60744 
LIB3050- 


-006- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 
ID 


60745 
LIB3050- 


-006- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


60746 
LIB3050- 


-006- 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 

ID 


60747 
LIB3050- 


-006- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


60748 
LIB3050- 


-006- 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 

ID 


60749 
LIB3050- 


-007- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


60750 
LIB3050- 


-007- 


-Ql- 


-El- 


-A8 


Seq. 
Seq. 


No. 

ID 


60751 
LIB3050- 


-007- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 
ID 


60752 
LIB3050- 


-007 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 

ID 


60753 
LIB3050- 


-007 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


60754 
LIB3050- 


-007 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


60755 
LIB3050- 


-007 


-Ql' 


-El- 


-D10 


Seq. 
Seq. 


No. 
ID 


60756 
LIB3050 


-007 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 
ID 


60757 
LIB3050 


-007 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


60758 
LIB3050 


-007 


-Ql 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


60759 
LIB3050 


-007 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


60760 
LIB3050 


-007 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


60761 
LIB3050 


-007 


-Ql 


-El 


-F4 



9453 




Seq. 
Seq. 


No. 

ID 


60762 
LIB3050- 


-007- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 
ID 


60763 
LIB3050- 


-007- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


60764 
LIB3050- 


-007- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


60765 
LIB3050- 


-007- 


-Ql- 


-El- 


-G5 


Seq. 
Seq. 


No. 

ID 


60766 
LIB3050- 


-007- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


60767 
LIB3050- 


-007- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


60768 
LIB3050- 


-007 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 

ID 


60769 
LIB3050' 


-008' 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


60770 
LIB3050 


-008- 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


60771 
LIB3050 


-008 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


60772 
LIB3050- 


-008 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


60773 
LIB3050 


-008 


-Ql- 


-El- 


-D9 


Seq. 
Seq. 


No. 

ID 


60774 
LIB3050 


-008 


-Ql- 


-El- 


-E6 


Seq. 
Seq. 


No. 
ID 


60775 
LIB3050 


-008 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


60776 
LIB3050 


-008 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


60777 
LIB3050 


-008 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


60778 
LIB3050- 


-008- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


60779 
LIB3050- 


-009- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


60780 
LIB3050- 


-009- 


-Ql- 


-El- 


-A5 



9454 



Seq* 
Seq. 


No. 

ID 


60781 
LIB3050 


-009 


-Ql- 


El 


-A8 


Seq. 
Seq. 


No. 

ID 


60782 
LIB3050 


-009 


-Ql- 


El 


-B12 


Seq. 
Seq. 


No. 

ID 


60783 
LIB3050 


-009 


-Ql- 


El 


-B2 


Seq. 
Seq. 


No. 

ID 


60784 
LIB3050 


-009 


-Ql- 


El 


-B7 


Seq. 
Seq. 


No. 

ID 


60785 
LIB3050 


-009 


-Ql- 


El 


-CI 


Seq. 
Seq. 


No. 

ID 


60786 
LIB3050 


-009 


-Ql- 


El 


-Cll 


Seq. 
Seq. 


No. 

ID 


60787 
LIB3050 


-009 


-Ql- 


El 


-C8 


Seq. 
Seq. 


No. 

ID 


60788 
LIB3050 


-009 


-Ql- 


El 


-C9 


Seq. 
Seq. 


No. 

ID 


60789 
LIB3050 


-009 


-Ql- 


El 


-Dl 


Seq. 
Seq. 


No. 

ID 


60790 
LIB3050 


-009 


-Ql- 


El 


-D12 


Seq. 
Seq. 


No. 
ID 


60791 
LIB3050 


-009 


-Ql- 


El 


-D4 


Seq. 
Seq. 


No. 

ID 


60792 
LIB3050 


-009 


-Ql- 


El 


-D7 


Seq. 
Seq. 


No. 

ID 


60793 
LIB3050 


-009 


-Ql- 


El 


-D9 


Seq. 
Seq. 


No. 
ID 


60794 
LIB3050 


-009 


-Ql- 


El 


-E8 


Seq. 
Seq. 


No. 

ID 


60795 
LIB3050 


-009 


-Ql- 


El 


-E9 


Seq. 
Seq. 


No. 

ID 


60796 
LIB3050 


-009 


-Ql- 


El 


-Gil 


Seq. 
Seq. 


No. 
ID 


60797 
LIB3050 


-009 


-Ql- 


El 


-G3 


Seq. 
Seq. 


No. 

ID 


60798 
LIB3050 


-009- 


-Ql- 


El 


-G7 


Seq. 
Seq. 


No. 

ID 


60799 
LIB3050 


-009- 


-Ql- 


El 


-G8 



9455 




Seq. 
Seq. 


No. 

ID 


60800 
LIB3050 


-009- 


-Ql- 


-El 


-G9 


Seq. 
Seq. 


No. 
ID 


60801 
LIB3050 


-009- 


-Ql- 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


60802 
LIB3050 


-009- 


-Ql- 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


60803 
LIB3050 


-009- 


-Ql- 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


60804 
LIB3050 


-009 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 
ID 


60805 
LIB3050 


-010 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 
ID 


60806 
LIB3050 


-010 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


60807 
LIB3050 


-010 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 
ID 


60808 
LIB3050 


-010 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 
ID 


60809 
LIB3050 


-010 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


60810 
LIB3050 


-010 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


60811 
LIB3050 


-010 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


60812 
LIB3050 


-010 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


60813 
LIB3050 


-010 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


60814 
LIB3050 


-010 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


60815 
LIB3050 


-010 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


60816 
LIB3050 


-010 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 
ID 


60817 
LIB3050 


-010 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 
ID 


60818 
LIB3050 


-010 


-Ql 


-El 


-E6 



9456 



Seq. 
Seq. 


No. 

ID 


O 

60819 
LIB3050 


-010 


-Ql- 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


60820 
LIB3050 


-010 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


60821 
LIB3050 


-010 


-Ql- 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


60822 
LIB3050 


-010 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


60823 
LIB3050 


-010 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


60824 
LIB3050 


-011 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


60825 
LIB3050 


-011 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


60826 
LIB3050 


-011 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


60827 
LIB3050 


-011 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


60828 
LIB3050 


-011 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


60829 
LIB3050 


-011 


-Ql 


-El 


-E12 


Seq. 
Seq. 


No. 

ID 


60830 
LIB3050 


-011 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


60831 
LIB3050 


-011 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


60832 
LIB3050 


-011 


-Ql 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


60833 
LIB3050 


-011 


-Ql 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


60834 
LIB3050 


-011 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


60835 
LIB3050 


-011 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


60836 
LIB3050 


-011 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


60837 
LIB3050 


-011 


-Ql 


-El 


-G5 



9457 




Seq, 
Seq. 


No. 
ID 


60838 
LIB3050 


-011 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 
ID 


60839 
LIB3050 


-011 


-Ql 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


60840 
LIB3050 


-011 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


60841 
LIB3050 


-011 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 
ID 


60842 
LIB3050 


-011 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 
ID 


60843 
LIB3050 


-011 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 
ID 


60844 
LIB3050 


-012 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


60845 
LIB3050 


-012 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


60846 
LIB3050 


-012 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 
ID 


60847 
LIB3050 


-012 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


60848 
LIB3050 


-012 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 
ID 


60849 
LIB3050 


-012 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 
ID 


60850 
LIB3050 


-012 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


60851 
LIB3050 


-012 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 
ID 


60852 
LIB3050 


-012 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 
ID 


60853 
LIB3050 


-012 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


60854 
LIB3050 


-012 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


60855 
LIB3050 


-012 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


60856 
LIB3050 


-012 


-Ql 


-El 


-Hll 



9458 




Seq. 
Seq. 


No. 

ID 


60857 
LIB305Q 


-012- 


-Ql' 


-El 


-H3 


Seq. 
Seq. 


No. 
ID 


60858 
LIB3050 


-012- 


-Ql- 


-El' 


-H4 


Seq. 
Seq. 


No. 

ID 


60859 
LIB3050' 


-012- 


-Ql- 


-El' 


-H6 


Seq. 
Seq. 


No. 

ID 


60860 
LIB3050' 


-012- 


-Ql- 


-El' 


-H9 


Seq. 
Seq. 


No. 

ID 


60861 
LIB3050' 


-013- 


-Ql- 


-El' 


-A5 


Seq. 
Seq. 


No. 

ID 


60862 
LIB3050 


-013- 


-Ql- 


-El' 


-A8 


Seq. 
Seq. 


No. 

ID 


60863 
LIB3050' 


-013- 


-Ql- 


-El 


-A9 


Seq. 
Seq. 


No. 

ID 


60864 
LIB3050' 


-013- 


-Ql- 


-El' 


-B10 


Seq. 
Seq. 


No. 

ID 


60865 
LIB3050' 


-013- 


-Ql- 


-El 


-B3 


Seq. 
Seq. 


No. 
ID 


60866 
LIB3050- 


-013- 


-Ql- 


-El' 


-B4 


Seq. 
Seq. 


No. 

ID 


60867 
LIB3050 


-013- 


-Ql- 


-El' 


-B6 


Seq. 
Seq. 


No. 

ID 


60868 
LIB3050' 


-013- 


-Ql- 


-El' 


-B7 


Seq. 
Seq. 


No. 

ID 


60869 
LIB3050' 


-013- 


-Ql- 


-El' 


-C5 


Seq. 
Seq. 


No. 

ID 


60870 
LIB3050- 


-013- 


-Ql- 


-El' 


-C9 


Seq. 
Seq. 


No. 
ID 


60871 
LIB3050- 


-013- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 
ID 


60872 
LIB3050- 


-013- 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 

ID 


60873 
LIB3050- 


-013- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


60874 
LIB3050- 


-013- 


-Ql- 


-El- 


-E5 


Seq. 
Seq. 


No. 
ID 


60875 
LIB3050- 


-013- 


-Ql- 


-El- 


-E8 



9459 




Seq. 
Seq. 


No. 

ID 


60876 
LIB3050 


-013 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 

ID 


60877 
LIB3050 


-013 


-Ql- 


-El' 


-F12 


Seq. 
Seq. 


No. 

ID 


60878 
LIB3050' 


-013 


-Ql- 


-El' 


-F4 


Seq. 
Seq. 


No. 
ID 


60879 
LIB3050' 


-013- 


-Ql- 


-El' 


-G10 


Seq. 
Seq. 


No. 
ID 


60880 
LIB3050' 


-013 


-Ql- 


-El' 


-G3 


Seq. 
Seq. 


No. 

ID 


60881 
LIB3050' 


-013 


-Ql- 


-El 


-H5 


Seq. 
Seq. 


No. 
ID 


60882 
LIB3050- 


-013- 


-Ql- 


-El' 


-H8 


Seq. 
Seq. 


No. 

ID 


60883 , 
LIB3050- 


-014- 


-Ql- 


-El' 


-A10 


Seq. 
Seq. 


No. 

ID 


60884 
LIB3050' 


-014- 


-Ql- 


-El' 


-A5 


Seq. 
Seq. 


No. 

ID 


60885 
LIB3050' 


-014- 


-Ql- 


-El' 


-Bl 


Seq. 
Seq. 


No. 
ID 


60886 
LIB3050 


-014 


-Ql- 


-El' 


-Bll 


Seq. 
Seq. 


No. 

ID 


60887 
LIB3050' 


-014- 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


60888 
LIB3050' 


-014 


-Ql- 


-El' 


-B3 


Seq. 
Seq. 


No. 

ID 


60889 
LIB3050' 


-014- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 
ID 


60890 
LIB3050- 


-014- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 
ID 


60891 
LIB3050- 


-014- 


-Ql- 


-El- 


-C6 


Seq. 
Seq. 


No. 

ID 


60892 
LIB3050- 


-014- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


60893 
LIB3050- 


-014- 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 

ID 


60894 
LIB3050- 


-014- 


-Ql- 


-El- 


-D9 



9460 




Seq. 
Seq. 


No. 

ID 


60895 
LIB3050- 


-014- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 
ID 


60896 
LIB3050- 


-014- 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 

ID 


60897 
LIB3050- 


-014- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 
ID 


60898 
LIB3050- 


-014- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


60899 
LIB3050- 


-014- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


60900 
LIB3050- 


-015- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


60901 
LIB3050- 


-015- 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


60902 
LIB3050- 


-015- 


-Ql- 


-El- 


-A3 


Seq. 
Seq. 


No. 

ID 


60903 
LIB3050- 


-015- 


-Ql- 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


60904 
LIB3050 


-015 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


60905 
LIB3050 


-015 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


60906 
LIB3050 


-015 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


60907 
LIB3050 


-015 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


60908 
LIB3050 


-015 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


60909 
LIB3050 


-015 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


60910 
LIB3050 


-015 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


60911 
LIB3050 


-015 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


60912 
LIB3050 


-015 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


60913 
LIB3050 


-015 


-Ql 


-El 


-D4 



9461 



Seq. 
Seq. 


No. 

ID 


60914 
LIB3050- 


-015- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 
ID 


60915 
LIB3050' 


-015- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


60916 
LIB3050- 


-015- 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 

ID 


60917 
LIB3050- 


-015- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


60918 
LIB3050- 


-015- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


60919 
LIB3050' 


-015- 


-Ql- 


-El 


-Fll 


Seq. 
Seq. 


No. 

ID 


60920 
LIB3050 


-015- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


60921 
LIB3050 


-015- 


-Ql- 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


60922 
LIB3050 


-015- 


-Ql- 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


60923 
LIB3050 


-015- 


-Ql- 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


60924 
LIB3050 


-015- 


-Ql- 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


60925 
LIB3050 


-015- 


-Ql- 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


60926 
LIB3050 


-015- 


-Ql- 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


60927 
LIB3050 


-016- 


-Ql- 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


60928 
LIB3050 


-016- 


-Ql- 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


60929 
LIB3050 


-016- 


-Ql- 


-El 


-A9 


Seq. 
Seq. 


No. 

ID 


60930 
LIB3050 


-016- 


-Ql- 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


60931 
LIB3050 


-016- 


-Ql- 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


60932 
LIB3050 


-016- 


-Ql- 


-El 


-B8 



9462 



Seq. 
Seq. 


No. 

ID 


60933 
LIB3050 
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Seq. 
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Seq. No. 60952 

Seq. ID LIB3050-016-Q1-E1-H3 

Seq. No. 60953 

Seq. ID LIB3050-016-Q1-E1-H7 

Seq. No. 60954 

Seq. ID LIB3050-017-Q1-E1-A1 

Seq. No. 60955 

Seq. ID LIB3050-017-Q1-E1-A8 

Seq. No. 60956 

Seq. ID LIB3050-017-Q1-E1-B1 

Seq. No. 60957 

Seq. ID LIB3050-017-Q1-E1-B2 

Seq. No. 60958 

Seq. ID LIB3050-017-Q1-E1-B7 

Seq. No. 60959 

Seq. ID LIB3050-017-Q1-E1-B9 

Seq. No. 60960 

Seq. ID LIB3050-017-Q1-E1-C3 

Seq. No. 60961 

Seq. ID LIB3050-017-Q1-E1-C4 

Seq. No. 60962 

Seq. ID LIB3050-017-Q1-E1-C7 

Seq. No. 60963 

Seq. ID LIB3050-017-Q1-E1-D12 

Seq. No. 60964 

Seq. ID LIB3050-017-Q1-E1-D6 

Seq. No. 60965 

Seq. ID LIB3050-017-Q1-E1-D7 

Seq. No. 60966 

Seq. ID LIB3050-017-Q1-E1-E12 

Seq. No. 60967 

Seq. ID LIB3050-017-Q1-E1-E2 

Seq. No. 60968 

Seq. ID LIB3050-017-Q1-E1-E6 

Seq. No. 60969 

Seq. ID LIB3050-017-Q1-E1-E7 

Seq. No. 60970 

Seq. ID LIB3050-017-Q1-E1-F10 
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Seq. No. 61066 

Seq. ID LIB3050-021-Q1-K1-G1 

Seq. No. 61067 

Seq. ID LIB3050-021-Q1-K1-G6 

Seq. No. 61068 

Seq. ID LIB3050-021-Q1-K1-H1 

Seq. No. 61069 

Seq. ID LIB3050-021-Q1-K1-H10 

Seq. No. 61070 

Seq. ID LIB3050-021-Q1-K1-H12 

Seq. No. 61071 

Seq. ID LIB3050-021-Q1-K1-H2 

Seq. No. 61072 

Seq. ID LIB3050-021-Q1-K1-H5 

Seq. No. 61073 

Seq. ID LIB3050-022-Q1-K1-A12 

Seq. No. 61074 

Seq. ID LIB3050-022-Q1-K1-A8 

Seq. No. 61075 

Seq. ID LIB3050-022-Q1-K1-B2 

Seq. No. 61076 

Seq. ID LIB3050-022-Q1-K1-B7 

Seq. No. 61077 

Seq. ID LIB3050-022-Q1-K1-C6 

Seq. No. 61078 

Seq. ID LIB3050-022-Q1-K1-E3 

Seq. No. 61079 

Seq. ID LIB3050-022-Q1-K1-E4 

Seq. No. 61080 

Seq. ID LIB3050-022-Q1-K1-E7 

Seq. No. 61081 

Seq. ID LIB3050-022-Q1-K1-F6 

Seq. No. 61082 

Seq. ID LIB3050-022-Q1-K1-G8 

Seq. No. 61083 

Seq. ID LIB3050-022-Q1-K1-H2 

Seq. No. 61084 

Seq. ID LIB3050-022-Q1-K1-H9 
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Seq. No. 61085 

Seq. ID LIB3050-023-Q1-K1-B10 

Seq. No. 61086 

Seq. ID LIB3050-023-Q1-K1-B6 

Seq. No. 61087 

Seq. ID LIB3050-023-Q1-K1-B8 

Seq. No. 61088 

Seq. ID LIB3050-023-Q1-K1-C1 

Seq. No. 61089 

Seq. ID LIB3050-023-Q1-K1-C2 

Seq. No. 61090 

Seq. ID LIB3050-023-Q1-K1-C6 

Seq. No. 61091 

Seq. ID LIB3050-023-Q1-K1-D3 

Seq. No. 61092 

Seq. ID LIB3050-023-Q1-K1-D8 

Seq. No. 61093 

Seq. ID LIB3050-023-Q1-K1-E1 

Seq. No. 61094 

Seq. ID LIB3050-023-Q1-K1-E10 

Seq. No. 61095 

Seq. ID LIB3050-023-Q1-K1-E12 

Seq. No. 61096 

Seq. ID LIB3050-023-Q1-K1-E5 

Seq. No. 61097 

Seq. ID LIB3050-023-Q1-K1-F10 

Seq. No. 61098 

Seq. ID LIB3050-023-Q1-K1-F6 

Seq. No. 61099 

Seq. ID LIB3050-023-Q1-K1-F8 

Seq. No. 61100 

Seq. ID LIB3050-024-Q1-K1-A10 

Seq. No. 61101 

Seq. ID LIB3050-024-Q1-K1-B1 

Seq. No. 61102 

Seq. ID LIB3050-024-Q1-K1-C3 

Seq. No. 61103 

Seq. ID LIB3050-024-Q1-K1-C9 
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# 



Seq. No* 61123 

Seq. ID LIB3050-025-Q1-K1-F11 

Seq. No. 61124 

Seq. ID LIB3050-025-Q1-K1-F6 

Seq. No. 61125 

Seq. ID LIB3050-025-Q1-K1-G6 

Seq. No. 61126 

Seq. ID LIB3050-025-Q1-K1-H1 

Seq. No. 61127 

Seq. ID LIB3050-025-Q1-K1-H6 

Seq. No. 61128 

Seq. ID LIB3050-025-Q1-K1-H8 

Seq. No. 61129 

Seq. ID LIB3050-026-Q1-K1-A12 

Seq. No. 61130 

Seq. ID LIB3050-026-Q1-K1-A4 

Seq. No. 61131 

Seq. ID LIB3050-026-Q1-K1-A5 

Seq. No. 61132 

Seq. ID LIB3050-026-Q1-K1-B10 

Seq. No. 61133 

Seq. ID LIB3050-026-Q1-K1-C7 

Seq. No. 61134 

Seq. ID LIB3050-026-Q1-K1-C8 

Seq. No. 61135 

Seq. ID LIB3050-026-Q1-K1-D10 

Seq. No. 61136 

Seq. ID LIB3050-026-Q1-K1-D2 

Seq. No. 61137 

Seq. ID LIB3050-026-Q1-K1-D3 

Seq. No. 61138 

Seq. ID LIB3050-026-Q1-K1-E12 

Seq. No. 61139 

Seq. ID LIB3050-026-Q1-K1-E9 

Seq. No. 61140 

Seq. ID LIB3050-026-Q1-K1-F10 

Seq. No. 61141 

Seq. ID LIB3050-026-Q1-K1-G9 
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ID 


61142 
LIB3050 


-026 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


61143 
LIB3050 


-027 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


61144 
LIB3050 


-027 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


61145 
LIB3050 


-027 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


61146 
LIB3050 


-027 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 
ID 


61147 
LIB3050 


-027 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 
ID 


61148 
LIB3050 


-027 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


61149 
LIB3050 


-027 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


61150 
LIB3050 


-027 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


61151 
LIB3050- 


-027- 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


61152 
LIB3050- 


-027- 


-Ql 


-El- 


-C7 


Seq. 
Seq. 


No. 

ID 


61153 
LIB3050- 


-027- 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 
ID 


61154 
LIB3050- 


-027- 


-Ql- 


-El- 


-D2 


Seq. 
Seq. 


No. 

ID 


61155 
LIB3050- 


■027- 


-Ql- 


-El- 


-D3 


Seq. 
Seq. 


No. 
ID 


61156 
LIB3050- 


-027- 


-Ql- 


-El- 


-D4 


Seq. 
Seq. 


No. 

ID 


61157 
LIB3050- 


-027- 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


61158 
LIB3050- 


-027- 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


61159 
LIB3050- 


-027- 


-Ql- 


"El- 


-E8 


Seq. 
Seq. 


No. 

ID 


61160 
LIB3050- 


-027- 


-Ql- 


-El- 


-F10 



9474 




Seq. 
Seq. 


No. 

ID 


61161 
LIB3050 


-027 


-Ql 


-El 


-Fll 


Seq. 
Seq. 


No. 
ID 


61162 
LIB3050 


-027 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


61163 
LIB305O 


-027 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


61164 
LIB3050- 


-027 


-Ql' 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


61165 
LIB3050' 


-027 


-Ql' 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


61166 
LIB3050' 


-027 


-Ql 1 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


61167 
LIB3050- 


-027 


-Ql- 


-El 


-G7 


Seq. 
Seq. 


No. 
ID 


61168 
LIB3050- 


-027 


-Ql- 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


61169 
LIB3050- 


-027- 


-Ql- 


-El' 


-H3 


Seq. 
Seq. 


No. 
ID 


61170 
LIB3050- 


-028- 


-Ql- 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


61171 
LIB3050- 


-028- 


-Ql- 


-El- 


-A9 


Seq. 
Seq. 


No. 

ID 


61172 
LIB3050- 


-028- 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 

ID 


61173 
LIB3050- 


-028- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


61174 
LIB3050- 


-028- 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


61175 
LIB3050- 


-028- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 

ID 


61176 
LIB3050- 


-028- 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 

ID 


61177 
LIB3050- 


-028- 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 
ID 


61178 
LIB3050- 


-028- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


61179 
LIB3050- 


-028- 


-Ql- 


-El- 


-D3 



9475 



# 



Seq. 
Seq. 


No. 

ID 


61180 
LIB3050 


-028 


-Ql 


-El 


-E12 


Seq. 
Seq. 


No. 

ID 


61181 
LIB3050 


-028 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


61182 
LIB3050 


-028 


-Ql 


-El 


-G10 


Seq. 
Seq. 


No. 

ID 


61183 
LIB3050 


-028 


-Ql 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


61184 
LIB3050 


-028 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


61185 
LIB3051 


-001 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


61186 
LIB3051 


-001 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


61187 
LIB3051 


-001 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


61188 
LIB3051 


-002 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


61189 
LIB3051 


-002 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


61190 
LIB3051 


-002 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


61191 
LIB3051 


-002 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


61192 
LIB3051 


-002 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


61193 
LIB3051 


-002 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


61194 
LIB3051 


-002 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


61195 
LIB3051 


-002 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


61196 
LIB3051 


-002 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


61197 
LIB3051 


-002 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 

ID 


61198 
LIB3051 


-002 


-Ql 


-El 


-E8 



9476 



Seq. 
Seq. 


No. 

ID 


61199 
LIB3051 


-002 


-Ql 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


61200 
LIB3051 


-002 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 
ID 


61201 
LIB3051 


-002 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 
ID 


61202 
LIB3051 


-002 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


61203 
LIB3051 


-002 


-Ql 


-El 


-Gil 


Seq. 
Seq. 


No. 
ID 


61204 
LIB3051 


-002 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 
ID 


61205 
LIB3051 


-002 


-Ql 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


61206 
LIB3051 


-002 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


61207 
LIB3051 


-002 


-Ql 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


61208 
LIB3051 


-002 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


61209 
LIB3051 


-002 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 
ID 


61210 
LIB3051 


-003 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


61211 
LIB3051 


-003 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 
ID 


61212 
LIB3051 


-003 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


61213 
LIB3051 


-003 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


61214 
LIB3051 


-003 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


61215 
LIB3051 


-003 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


61216 
LIB3051 


-003 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 
ID 


61217 
LIB3051 


-003 


-Ql 


-El 


-E4 



9477 



Seq. 
Seq. 


No. 
ID 


61218 
LIB3051 


-003 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 
ID 


61219 
LIB3051 


-003' 


-Ql 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


61220 
LIB3051 


-003' 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


61221 
LIB3051 


-003- 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


61222 
LIB3051 


-003- 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


61223 
LIB3051 


-003- 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


61224 
LIB3051 


-003- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 

ID 


61225 
LIB3051- 


-003- 


-Ql 


-El- 


-Hll 


Seq. 
Seq. 


No. 

ID 


61226 
LIB3051- 


-004- 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 

ID 


61227 
LIB3051- 


-004- 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 

ID 


61228 
LIB3051- 


-004- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


61229 
LIB3051- 


-004- 


-Ql- 


-El- 


-Fll 


Seq. 
Seq. 


No. 

ID 


61230 
LIB3051- 


-004- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 

ID 


61231 
LIB3051- 


-004- 


-Ql- 


-El- 


-F6 


Seq. 
Seq. 


No. 

ID 


61232 
LIB3051- 


-004- 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 

ID 


61233 
LIB3051- 


-005- 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 
ID 


61234 
LIB3051- 


-005- 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 

ID 


61235 
LIB3051- 


-005- 


-Ql- 


-El- 


-A6 


Seq. 
Seq. 


No. 
ID 


61236 
LIB3051- 


-005- 


-Ql- 


-El- 


-A8 



9478 



Seq. 
Seq. 


No. 
ID 


61237 
LIB3051 


-005 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 
ID 


61238 
LIB3051 


-005 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


61239 
LIB3051 


-005 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


61240 
LIB3051 


-005 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


61241 
LIB3051 


-005 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


61242 
LIB3051 


-005 


-Ql' 


-El 


-C7 


Seq. 
Seq. 


No. 

ID 


61243 
LIB3051 


-005' 


-Ql' 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


61244 
LIB3051 


-005- 


-Ql' 


-El- 


-D4 


Seq. 
Seq. 


No. 

ID 


61245 
LIB3051 


-005- 


-Ql' 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


61246 
LIB3051 


-005- 


-Ql' 


-El- 


-E10 


Seq. 
Seq. 


No. 
ID 


61247 
LIB3051 


-005- 


-Ql' 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


61248 
LIB3051 


-005- 


-Ql' 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


61249 
LIB3051- 


-005- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 
ID 


61250 
LIB3051- 


-005- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


61251 
LIB3051- 


-006- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 

ID 


61252 
LIB3Q51- 


-006- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 
ID 


61253 
LIB3051- 


-006- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 

ID 


61254 
LIB3051- 


-006- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


61255 
LIB3051- 


-006- 


-Ql- 


-El- 


-E4 



9479 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



61256 
LIB3051 

61257 
LIB3051 

61258 
LIB3051 

61259 
LIB3051 

61260 
LIB3051 

61261 
LIB3051 

61262 
LIB3051 

61263 
LIB3051 

61264 
LIB3051 

61265 
LIB3051 

61266 
LIB3051 

61267 
LIB3051 

61268 
LIB3051 

61269 
LIB3051 

61270 
LIB3051 

61271 
LIB3051 

61272 
LIB3051 

61273 
LIB3051 

61274 
LIB3051 



006-Q1-E1-E7 

006-Q1-E1-E8 

006-Q1-E1-E9 

006-Q1-E1-F10 

006-Q1-E1-F4 

006-Q1-E1-F5 

006-Q1-E1-F6 

006-Q1-E1-F7 

006-Q1-E1-F8 

006-Q1-E1-G1 

006-Q1-E1-G3 

006-Q1-E1-G7 

006-Q1-K1-B5 

006-Q1-K1-B8 

006-Q1-K1-C5 

006-Q1-K1-C7 

006-Q1-K1-D3 

006-Q1-K1-D9 

006-Q1-K1-E11 



9480 



# 



Seq. 
Seq. 


No. 

ID 


61275 
LIB3051 


-006 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 
ID 


61276 
LIB3051 


-006 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


61277 
LIB3051 


-006 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


61278 
LIB3051 


-006 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


61279 
LIB3051 


-006 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


61280 
LIB3051 


-006 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 
ID 


61281 
LIB3051 


-006 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


61282 
LIB3051 


-006 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 
ID 


61283 
LIB3051 


-007 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


61284 
LIB3051 


-007 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 
ID 


61285 
LIB3051 


-007 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 
ID 


61286 
LIB3051 


-007 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 
ID 


61287 
LIB3051 


-007 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 
ID 


61288 
LIB3051 


-007 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 
ID 


61289 
LIB3051 


-007 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


61290 
LIB3051 


-007- 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


61291 
LIB3051- 


-007- 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


61292 
LIB3051 


-007- 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


61293 
LIB3051 


-007- 


-Ql- 


-El 


-Fll 



9481 



# 



Seq. 
Seq. 


No. 

ID 


61294 
LIB3051 


-007 


-Ql' 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


61295 
LIB3051 


-007 


-Ql- 


-El 


-F2 


Seq. 
Seq/ 


No. 

ID 


61296 
LIB3051 


-007 


-Ql- 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


61297 
LIB3051 


-007 


-Ql- 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


61298 
LIB3051 


-007 


-Ql- 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


61299 
LIB3051 


-007 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


61300 
LIB3051 


-007 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


61301 
LIB3051 


-0O7 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 

ID 


61302 
LIB3051 


-007- 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 

ID 


61303 
LIB3051 


-007- 


-Ql- 


-El- 


-H3 


Seq. 
Seq. 


No. 
ID 


61304 
LIB3051 


-007- 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 

ID 


61305 
LIB3051 


-007- 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 

ID 


61306 
LIB3051- 


-007- 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 

ID 


61307 
LIB3051- 


-008- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 
ID 


61308 
LIB3051- 


-008- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


61309 
LIB3051- 


-008- 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 

ID 


61310 
LIB3051- 


-008- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


61311 
LIB3051- 


-008- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


61312 
LIB3051- 


-008- 


-Ql- 


-El- 


-B4 



9482 



# 



Seq. 
Seq. 


No. 

ID 


61313 
LIB3051 


-008 


-Ql- 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


61314 
LIB3051 


-008 


-Ql- 


-El 


-B8 


Seq. 
Seq. 


No. 
ID 


61315 
LIB3051 


-008 


-Ql- 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


61316 
LIB3051 


-008 


-Ql- 


-El 


-C5 


Seq. 
Seq. 


No. 
ID 


61317 
LIB3051 


-008 


-Ql- 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


61318 
LIB3051 


-008 


-Ql- 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


61319 
LIB3051 


-008 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 
ID 


61320 
LIB3051 


-008 


-Ql- 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


61321 
LIB3051 


-008- 


-Ql- 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


61322 
LIB3051 


-008 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


61323 
LIB3051 


-008- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


61324 
LIB3051- 


-008- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 
ID 


61325 
LIB3051- 


-008- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


61326 
LIB3051- 


-008- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


61327 
LIB3051- 


-008- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 
ID 


61328 
LIB3051- 


-008- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


61329 
LIB3051- 


-008- 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 
ID 


61330 
LIB3051- 


-008- 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 

ID 


61331 
LIB3051- 


-008- 


-Ql- 


-El- 


-H9 



9483 



Seq. 
Seq. 


No. 
ID 


61332 
LIB3051 


-009- 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 
ID 


61333 
LIB3051 


-009- 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


61334 
LIB3051 


-009- 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 
ID 


61335 
LIB3051 


-009- 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 
ID 


61336 
LIB3051 


-009- 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


61337 
LIB3051 


-009- 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


61338 
LIB3051 


-009- 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


61339 
LIB3051 


-009- 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


61340 
LIB3051 


-009- 


-Ql 


-El 


-B8 


Seq. 
Seq. 


No. 

ID 


61341 
LIB3051 


-009 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


61342 
LIB3051 


-009 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


61343 
LIB3051 


-009 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 
ID 


61344 
LIB3051 


-009 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


61345 
LIB3051 


-009 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


61346 
LIB3051 


-009 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


61347 
LIB3051 


-009 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


61348 
LIB3051 


-009 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


61349 
LIB3051 


-009 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


61350 
LIB3051 


-009 


-Ql 


-El 


-E7 



9484 



Seq. No. 61351 

Seq. ID LIB3051-009-Q1-E1-E9 

Seq. No. 61352 

Seq. ID LIB3051-009-Q1-E1-F5 

Seq. No. 61353 

Seq. ID LIB3051-009-Q1-E1-F9 

Seq. No. 61354 

Seq. ID LIB3051-009-Q1-E1-G12 

Seq. No. 61355 

Seq. ID LIB3051-009-Q1-E1-G8 

Seq. No. 61356 

Seq. ID LIB3051-009-Q1-E1-G9 

Seq. No. 61357 

Seq. ID LIB3051-009-Q1-E1-H6 

Seq. No. 61358 

Seq. ID LIB3051-009-Q1-E1-H7 

Seq. No. 61359 

Seq. ID LIB3051-009-Q1-E1-H9 

Seq. No. 61360 

Seq. ID LIB3051-01G-Q1-E1-A11 

Seq. No. 61361 

Seq. ID LIB3051-010-Q1-E1-A2 

Seq. No. 61362 

Seq. ID LIB3051-010-Q1-E1-A4 

Seq. No. 61363 

Seq. ID LIB3051-010-Q1-E1-A6 

Seq. No. 61364 

Seq. ID LIB3051-010-Q1-E1-B2 

Seq. No. 61365 

Seq. ID LIB3051-010-Q1-E1-B4 

Seq. No. 61366 

Seq. ID LIB3051-010-Q1-E1-B7 

Seq. No. 61367 

Seq. ID LIB3051-010-Q1-E1-C1 

Seq. No. 61368 

Seq. ID LIB3051-010-Q1-E1-D1 

Seq. No. 61369 

Seq. ID LIB3051-010-Q1-E1-D11 



9485 



Seq. No. 61370 

Seq. ID LIB3051-010-Q1-E1-D12 

Seq. No. 61371 

Seq. ID LIB3051-010-Q1-E1-D6 

Seq. No. 61372 

Seq. ID LIB3051-010-Q1-E1-E2 

Seq. No. 61373 

Seq. ID LIB3051-010-Q1-E1-E5 

Seq. No. 61374 

Seq. ID LIB3051-010-Q1-E1-E8 

Seq. No. 61375 

Seq. ID LIB3051-010-Q1-E1-F5 

Seq. No. 61376 

Seq. ID LIB3051-010-Q1-E1-G7 

Seq. No. 61377 

Seq. ID LIB3051-010-Q1-E1-H7 

Seq. No. 61378 

Seq. ID LIB3051-010-Q1-E1-H9 

Seq. No. 61379 

Seq. ID LIB3051-011-Q1-E1-A12 

Seq. No. 61380 

Seq. ID LIB3051-011-Q1-E1-A3 

Seq. No. 61381 

Seq. ID LIB3051-011-Q1-E1-B3 

Seq. No. 61382 

Seq. ID LIB3051-011-Q1-E1-B9 

Seq. No. 61383 

Seq. ID LIB3051-011-Q1-E1-C3 

Seq. No. 61384 

Seq. ID LIB3051-011-Q1-E1-C5 

Seq. No. 61385 

Seq. ID LIB3051-011-Q1-E1-C9 

Seq. No. 61386 

Seq. ID LIB3051-011-Q1-E1-D1 

Seq. No. 61387 

Seq. ID LIB3051-011-Q1-E1-D4 

Seq. No. 61388 

Seq. ID LIB3051-011-Q1-E1-D7 



9486 



# 



Seq. No. 61389 

Seq. ID LIB3051-011-Q1-E1-E7 

Seq. No. 61390 

Seq. ID LIB3051-011-Q1-E1-F10 

Seq. No. 61391 

Seq. ID LIB3051-011-Q1-E1-F2 

Seq. No. 61392 

Seq. ID LIB3051-011-Q1-E1-F3 

Seq. No. 61393 

Seq. ID LIB3051-011-Q1-E1-F5 

Seq. No. 61394 

Seq. ID LIB3051-011-Q1-E1-F7 

Seq. No. 61395 

Seq. ID LIB3051-011-Q1-E1-F9 

Seq. No. 61396 

Seq. ID LIB3051-011-Q1-E1-H10 

Seq. No. 61397 

Seq. ID LIB3051-011-Q1-E1-H4 

Seq. No. 61398 

Seq. ID LIB3051-011-Q1-E1-H8 

Seq. No. 61399 

Seq. ID LIB3051-012-Q1-E1-A1 

Seq. No. 61400 

Seq. ID LIB3051-012-Q1-E1-B11 

Seq. No. 61401 

Seq. ID LIB3051-012-Q1-E1-B12 

Seq. No. 61402 

Seq. ID LIB3051-012-Q1-E1-B6 

Seq. No. 61403 

Seq. ID LIB3051-012-Q1-E1-C7 

Seq. No. 61404 

Seq. ID LIB3051-012-Q1-E1-C8 

Seq. No. 61405 

Seq. ID LIB3051-012-Q1-E1-D2 

Seq. No. 61406 

Seq. ID LIB3051-012-Q1-E1-D3 

Seq. No. 61407 

Seq. ID LIB3051-012-Q1-E1-D7 



9487 



Seq. No. 61408 

Seq. ID LIB3051-012-Q1-E1-D9 

Seq. No. 61409 

Seq. ID LIB3051-012-Q1-E1-E10 

Seq. No. 61410 

Seq. ID LIB3051-012-Q1-E1-E11 

Seq. No. 61411 

Seq. ID LIB3051-012-Q1-E1-E3 

Seq. No. 61412 

Seq. ID LIB3051-012-Q1-E1-F5 

Seq. No. 61413 

Seq. ID LIB3051-012-Q1-E1-F9 

Seq. No. 61414 

Seq. ID LIB3051-012-Q1-E1-G1 

Seq. No. 61415 

Seq. ID LIB3051-012-Q1-E1-G12 

Seq. No. 61416 

Seq. ID LIB3051-012-Q1-E1-G4 

Seq. No. 61417 

Seq. ID LIB3051-012-Q1-E1-G8 

Seq. No. 61418 

Seq. ID LIB3051-012-Q1-E1-H4 

Seq. No. 61419 

Seq. ID LIB3051-013-Q1-E1-B2 

Seq. No. 61420 

Seq. ID LIB3051-013-Q1-E1-C10 

Seq. No. 61421 

Seq. ID LIB3051-013-Q1-E1-C11 

Seq. No. 61422 

Seq. ID LIB3051-013-Q1-E1-D8 

Seq. No. 61423 

Seq. ID LIB3051-013-Q1-E1-D9 

Seq. No. 61424 

Seq. ID LIB3051-013-Q1-E1-E3 

Seq. No. 61425 

Seq. ID LIB3051-013-Q1-E1-E4 

Seq. No. 61426 

Seq. ID LIB3051-013-Q1-E1-E5 



9488 



Seq. 
Seq. 


No. 

ID 


61427 
LIB3051- 


-013 


-Ql- 


-El- 


-Fl 


Seq. 
Seq. 


No. 
ID 


61428 
LIB3051- 


-013 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


61429 
LIB3051- 


-013- 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


61430 
LIB3051- 


-013 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 
ID 


61431 
LIB3051- 


-013 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 
ID 


61432 
LIB3051- 


-013 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 
ID 


61433 
LIB3051- 


-013 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


61434 
LIB3051- 


-013 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


61435 
LIB3051- 


-014 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


NO. 
ID 


61436 
LIB3051- 


-014 


-Ql- 


-El 


-B4 


Seq. 
Seq. 


No. 
ID 


61437 
LIB3051 


-014 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 
ID 


61438 
LIB3051 


-014 


-Ql- 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


61439 
LIB3051' 


-014 


-Ql- 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


61440 
LIB3051 


-014 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 

ID 


61441 
LIB3051- 


-014 


-Ql- 


-El- 


-D5 


Seq. 
Seq. 


No. 
ID 


61442 
LIB3051- 


-014 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 
ID 


61443 
LIB3051- 


-014- 


-Ql- 


-El- 


-E12 


Seq. 
Seq. 


No. 

ID 


61444 
LIB3051- 


-014' 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


61445 
LIB3051- 


-014 


-Ql- 


-El- 


-E4 
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Seq. No. 61446 

Seq. ID LIB3051-014-Q1-E1-E6 

Seq. No. 61447 

Seq. ID LIB3051-014-Q1-E1-G1 

Seq. No. 61448 

Seq. ID LIB3051-014-Q1-E1-G8 

Seq. No. 61449 

Seq. ID LIB3051-014-Q1-E1-H3 

Seq. No. 61450 

Seq. ID LIB3051-014-Q1-E1-H9 

Seq. No. 61451 

Seq. ID LIB3051-015-Q1-E1-A1 

Seq. No. 61452 

Seq. ID LIB3051-015-Q1-E1-A10 

Seq. No. 61453 

Seq. ID LIB3051-015-Q1-E1-B3 

Seq. No. 61454 

Seq. ID LIB3051-015-Q1-E1-B7 

Seq. No. 61455 

Seq. ID LIB3051-015-Q1-E1-C5 

Seq. No. 61456 

Seq. ID LIB3051-015-Q1-E1-D12 

Seq. No. 61457 

Seq. ID LIB3051-015-Q1-E1-D4 

Seq. No. 61458 

Seq. ID LIB3051-015-Q1-E1-D7 

Seq. No. 61459 

Seq. ID LIB3051-015-Q1-E1-E8 

Seq. No. 61460 

Seq. ID LIB3051-015-Q1-E1-F12 

Seq. No. 61461 

Seq. ID LIB3051-015-Q1-E1-G12 

Seq. No. 61462 

Seq. ID LIB3051-015-Q1-E1-H6 

Seq. No. 61463 

Seq. ID LIB3051-015-Q1-E1-H8 

Seq. No. 61464 

Seq. ID LIB3051-016-Q1-E1-A12 



9490 



# 



Seq. 
Seq. 


No. 

ID 


61465 
LIB3051- 


-016- 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


61466 
LIB3G51- 


-016- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


61467 
LIB3051- 


-016- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


61468 
LIB3051- 


-016- 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 

ID 


61469 
LIB3051- 


-016- 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


61470 
LIB3051- 


-016- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


61471 
LIB3051- 


-016- 


-Ql- 


-El- 


-E4 


Seq. 
Seq. 


No. 

ID 


61472 
LIB3051- 


-016- 


-Ql- 


-El- 


-E9 


Seq. 
Seq. 


No. 
ID 


61473 
LIB3051- 


-016- 


-Ql- 


-El- 


-F7 


Seq. 
Seq. 


No. 

ID 


61474 
LIB3051- 


-016 


-Ql- 


-El- 


-G5 


Seq. 
Seq. 


No. 

ID 


61475 
LIB3051- 


-017 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 
ID 


61476 
LIB3051 


-017 


-Ql- 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


61477 
LIB3051 


-017 


-Ql- 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


61478 
LIB3051 


-017 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


61479 
LIB3051 


-017 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


61480 
LIB3051 


-017 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


61481 
LIB3051 


-017 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


61482 
LIB3051 


-017 


-Ql- 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


61483 
LIB3051 


-017 


-Ql 


-El 


-E7 
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# 



Seq. 
Seq. 


No. 
ID 


61484 
LIB3051 


-017 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 
ID 


61485 
LIB3051 


-017 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID N 


61486 
LIB3051 


-017 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


61487 
LIB3051 


-017 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


61488 
LIB3051 


-017 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


61489 
LIB3051 


-017 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


61490 
LIB3051 


-017 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


61491 
LIB3051 


-017 


-Ql 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


61492 
LIB3051 


-017 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


61493 
LIB3051 


-017 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


61494 
LIB3051 


-018 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 
ID 


61495 
LIB3051 


-018 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


61496 
LIB3051 


-018 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 
ID 


61497 
LIB3051 


-018 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 
ID 


61498 
LIB3051 


-018 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


61499 
LIB3051 


-018 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


61500 
LIB3051 


-018 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


61501 
LIB3051 


-018 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


61502 
LIB3051 


-018 


-Ql 


-El 


-Ell 



9492 



Seq. 
Seq. 


No. 

ID 


61503 
LIB3051 


-018- 


-Ql- 


-El 


-E2 


Seq. 
Seq. 


No. 
ID 


61504 
LIB3051 


-018- 


-Ql- 


-El 


-E3 


Seq. 
Seq. 


No. 
ID 


61505 
LIB3051 


-018- 


-Ql- 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


61506 
LIB3051 


-018- 


-Ql- 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


61507 
LIB3051 


-018- 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


61508 
LIB3051 


-018- 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


61509 
LIB3051 


-018- 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


61510 
LIB3051 


-018- 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


61511 
LIB3051 


-019 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


61512 
LIB3051 


-019 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


61513 
LIB3051 


-019 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


61514 
LIB3051 


-019 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


61515 
LIB3051 


-019 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


61516 
LIB3051 


-019 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


61517 
LIB3051 


-019 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


61518 
LIB3051 


-019 


-Ql 


-El 


-C7 


Seq. 
Seq. 


No. 

ID 


61519 
LIB3051 


-019 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


61520 
LIB3051 


-019 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


61521 
LIB3051 


-019 


-Ql 


-El 


-Ell 
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# 



Seq. No. 61522 

Seq. ID LIB3051-019-Q1-E1-E2 

Seq. No. 61523 

Seq. ID LIB3051-019-Q1-E1-E5 

Seq. No. 61524 

Seq. ID LIB3051-019-Q1-E1-E8 

Seq. No. 61525 

Seq. ID LIB3051-019-Q1-E1-E9 

Seq. No. 61526 

Seq. ID LIB3051-019-Q1-E1-F1 

Seq. No. 61527 

Seq. ID LIB3051-019-Q1-E1-F4 

Seq. No. 61528 

Seq. ID LIB3051-019-Q1-E1-F7 

Seq. No. 61529 

Seq. ID LIB3051-019-Q1-E1-F8 

Seq. No. 61530 

Seq. ID LIB3051-019-Q1-E1-G2 

Seq. No. 61531 

Seq. ID LIB3051-019-Q1-E1-G4 

Seq. No. 61532 

Seq. ID LIB3051-019-Q1-E1-G8 

Seq. No. 61533 

Seq. ID LIB3051-019-Q1-E1-H10 

Seq. No. 61534 

Seq. ID LIB3051-019-Q1-E1-H2 

Seq. No. 61535 

Seq. ID LIB3051-019-Q1-E1-H4 

Seq. No. 61536 

Seq. ID LIB3051-019-Q1-E1-H5 

Seq. No. 61537 

Seq. ID LIB3051-019-Q1-K1-A1 

Seq. No. '61538 

Seq. ID LIB3051-019-Q1-K1-A2 

Seq. No. 61539 

Seq. ID LIB3051-019-Q1-K1-A3 

Seq. No. 61540 

Seq. ID LIB3051-019-Q1-K1-A5 



9494 



Seq. No. 61541 

Seq. ID LIB3051-019-Q1-K1-A6 

Seq. No. 61542 

Seq. ID LIB3051-019-Q1-K1-B1 

Seq. No. 61543 

Seq. ID LIB3051-019-Q1-K1-B2 

Seq. No. 61544 

Seq. ID LIB3051-019-Q1-K1-B7 

Seq. No. 61545 

Seq. ID LIB3051-019-Q1-K1-B9 

Seq. No. 61546 

Seq. ID LIB3051-019-Q1-K1-C1 

Seq. No. 61547 

Seq. ID LIB3051-019-Q1-K1-C10 

Seq. No. 61548 

Seq. ID LIB3051-019-Q1-K1-C2 

Seq. No. 61549 

Seq. ID LIB3051-019-Q1-K1-C6 

Seq. No. 61550 

Seq. ID LIB3051-019-Q1-K1-C7 

Seq. No. 61551 

Seq. ID LIB3051-019-Q1-K1-D2 

Seq. No. 61552 

Seq. ID LIB3051-019-Q1-K1-D4 

Seq. No. 61553 

Seq. ID LIB3051-019-Q1-K1-E6 

Seq. No. 61554 

Seq. ID LIB3051-019-Q1-K1-E7 

Seq. No. 61555 

Seq. ID LIB3051-019-Q1-K1-E8 

Seq. No. 61556 

Seq. ID LIB3051-019-Q1-K1-E9 

Seq. No. 61557 

Seq. ID LIB3051-019-Q1-K1-F12 

Seq. No. 61558 
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-B9 


Seq. 
Seq. 
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ID 


61757 
LIB3051 


-029- 


-Ql 
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-C12 


Seq. 
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ID 


61758 
LIB3051 


-029- 


-Ql 
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-C6 
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ID 


61759 
LIB3051 


-029- 


-Ql 
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61760 
LIB3051 


-029- 
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-E12 
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-E3 


Seq. 
Seq. 


No. 

ID 
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-Ql- 
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-Ql- 
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-029- 


-Ql- 
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LIB3051 


-029- 


-Ql- 
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-Gil 


Seq. 
Seq. 
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61766 
LIB3051- 


-029- 


-Ql- 
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-H10 


Seq. 
Seq. 
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ID 


61767 
LIB3051- 


-029- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 
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ID 


61768 
LIB3051- 


-029- 


-Ql- 


-Kl- 


-H9 



9506 



Seq. 
Seq. 
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ID 


i| 

61769 
LIB3051 


-030 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 
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ID 


61770 
LIB3051 


-030 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


61771 
LIB3051 


-030 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


61772 
LIB3051 


-030 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


61773 
LIB3051 


-030 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


61774 
LIB3051 


-030 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


61775 
LIB3051 


-030 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


61776 
LIB3051 


-030 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


61777 
LIB3051 


-030 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


61778 
LIB3051 


-030 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


61779 
LIB3051 


-030 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 
ID 


61780 
LIB3051 


-030 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


61781 
LIB3051 


-030 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


61782 
LIB3051 


-030 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


61783 
LIB3051 


-030 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


61784 
LIB3051 


-030 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 
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ID 


61785 
LIB3051 


-030 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 
ID 


61786 
LIB3051 


-030 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 
ID 


61787 
LIB3051 


-030 


-Ql 


-Kl 


-F8 



9507 




Seq. 
Seq. 


No. 
ID 


61788 
LIB3051- 


-030- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 
ID 


61789 
LIB3051- 


-030- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


61790 
LIB3051- 


-030- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


61791 
LIB3051- 


-030- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


61792 
LIB3051- 


-030- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 
ID 


61793 
LIB3051- 


-030- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 
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61794 
LIB3051- 


-031- 


-Ql- 


-Kl 
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Seq. 
Seq. 
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61795 
LIB3051- 


-031- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 
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61796 
LIB3051- 


-031- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 
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61797 
LIB3051- 


-031- 


-Ql- 


-Kl 


-A4 


Seq. 
Seq. 
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ID 


61798 
LIB3051- 


-031- 


-Ql- 
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-A6 


Seq. 
Seq. 
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ID 


61799 
LIB3051- 


-031- 


-Ql- 
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-A8 


Seq. 
Seq. 
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ID 


61800 
LIB3051- 


-031- 


-Ql- 


-Kl 


-Bll 


Seq. 
Seq. 
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ID 


61801 
LIB3051- 


-031 


-Ql- 


-Kl 


-C7 


Seq. 
Seq. 
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ID 


61802 
LIB3051- 


-031- 


-Ql- 


-Kl 


-Dll 


Seq. 
Seq. 
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ID 


61803 
LIB3051- 


-031- 


-Ql- 


-Kl 


-D12 


Seq. 
Seq. 
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ID 


61804 
LIB3051- 


-031- 


-Ql- 


-Kl 


-D3 


Seq. 
Seq. 
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ID 


61805 
LIB3G51- 


-031- 


-Ql- 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


61806 
LIB3051- 


-031- 


-Ql- 


-Kl 


-D6 



9508 



Seq. 
Seq. 


No. 

ID 


61807 
LIB3051 


-031 


-Ql- 


Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


61808 
LIB3051 


-031 


-Ql- 


Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


61809 
LIB3051 


-031 


-Ql- 


Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


61810 
LIB3051 


-031 


-Ql- 


Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


61811 
LIB3051 


-031 


-Ql- 


Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


61812 
LIB3051 


-031 


-Ql- 


Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


61813 
LIB3051 


-031 


-Ql- 


Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


61814 
LIB3051 


-031 


-Ql- 


Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


61815 
LIB3051 


-031 


-Ql- 


Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


61816 
LIB3051 


-031 


-Ql- 


Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


61817 
LIB3051 


-031 


-Ql- 


Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


61818 
LIB3051 


-032 


-Ql- 


Kl 


-A2 


Seq. 
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ID 


61819 
LIB3051 


-032 


-Ql- 


Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


61820 
LIB3051 


-032 


-Ql- 


Kl 


-Bl 


Seq. 
Seq. 
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ID 


61821 
LIB3051 


-032 


-Ql- 


Kl 


-Bll 


Seq. 
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ID 


61822 
LIB3051 


-032 


-Ql- 


Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


61823 
LIB3051 


-032 


-Ql- 


Kl 


-B5 


Seq. 
Seq. 
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ID 


61824 
LIB3051 


-032 


-Ql- 


Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


61825 
LIB3051 


-032 


-Ql- 


Kl 


-C12 



9509 



Seq. 
Seq. 


No. 
ID 


61826 
LIB3051 


-032 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 
ID 


61827 
LIB3051 


-032 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


61828 
LIB3051 


-032 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


61829 
LIB3051 


-032 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


61830 
LIB3051 


-032 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


61831 
LIB3051 


-032 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


61832 
LIB3051 


-032 


-Ql 


-Kl 


-El 


Seq. 
Seq. 
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ID 


61833 
LIB3051 


-032 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


61834 
LIB3051 


-032 


-Ql- 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


61835 
LIB3051 


-032 


-Ql- 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


61836 
LIB3051 


-032 


-Ql- 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


61837 
LIB3051- 


-032- 


-Ql- 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


61838 
LIB3051- 


-032- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 
ID 


61839 
LIB3051- 


-032- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 
ID 


61840 
LIB3051- 


-032- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


61841 
LIB3051- 


-032- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


61842 
LIB3051- 


-032- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


61843 
LIB3051- 


-033- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


61844 
LIB3051- 


-033- 


-Ql- 


-Kl- 


-B10 



Seq. 
Seq. 


No. 
ID 


61845 
LIB3051 


-033 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 
ID 


61846 
LIB3051 


-033 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


61847 
LIB3051 


-033 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 
ID 


■ 61848 
LIB3051 


-033 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


61849 
LIB3051 


-033 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 
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61850 
LIB3051 


-034 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 
ID 


61851 
LIB3051 


-034 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


61852 
LIB3051 


-034 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 
ID 


61853 
LIB3051 


-034 


-Ql 
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~B2 


Seq. 
Seq. 


No. 
ID 


61854 
LIB3051 


-034 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 
ID 


61855 
LIB3051 


-034 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 
ID 


61856 
LIB3051 


-034 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 
ID 


61857 
LIB3051 


-034 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 
ID 


61858 
LIB3051 


-034 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 
ID 


61859 
LIB3051 


-034 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 
ID 


61860 
LIB3051 


-034 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


61861 
LIB3051 


-034 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


61862 
LIB3051 


-034 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


61863 
LIB3051 


-034 


-Ql 


-Kl 


-F6 



9511 



Seq. 
Seq. 


No. 
ID 


61864 
LIB3051- 


-034- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


61865 
LIB3051- 


-034- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


61866 
LIB3051- 


-034- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


61867 
LIB3051- 


-034- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


61868 
LIB3051- 


-035- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 
ID 


61869 
LIB3051- 


-035- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


61870 
LIB3051- 


-035- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


61871 
LIB3051- 


-035- 


-Ql- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


61872 
LIB3051- 


-035- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


61873 
LIB3051- 


-035- 


-Ql- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 
ID 


61874 
LIB3051- 


-035- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


61875 
LIB3051- 


-035- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


61876 
LIB3051- 


-035- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


61877 
LIB3051 


-035- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 
ID 


61878 
LIB3051 


-035 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


61879 
LIB3051 


-035 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


61880 
LIB3051 


-035 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


61881 
LIB3051 


-035 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


61882 
LIB3051 


-035 


-Ql- 


-Kl 


-G10 



9512 



Seq. 
Seq. 


No. 
ID 


# 

61883 
LIB3051 


-035 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 
ID 


61884 
LIB3051 


-035 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


61885 
LIB3051 


-035 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


61886 
LIB3051 


-035 


-Ql 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


61887 
LIB3051 


-035 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 
ID 


61888 
LIB3051 


-036 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


61889 
LIB3051 


-036 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


61890 
LIB3051 


-036 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


61891 
LIB3051 


-036 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


61892 
LIB3051 


-036 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


61893 
LIB3051 


-036 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


61894 
LIB3051 


-036 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


61895 
LIB3051 


-036 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


61896 
LIB3051 


-036 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


61897 
LIB3051 


-036 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


61898 
LIB3051 


-036 


-Ql- 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


61899 
LIB3051 


-036 


-Ql- 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


61900 
LIB3051 


-036- 


-Ql- 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


61901 
LIB3051 


-036- 


-Ql- 


-Kl 


-F6 



9513 



Seq. 
Seq. 


No. 

ID 


# 

61902 
LIB3051 


-036 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


61903 
LIB3051 


-036 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


61904 
LIB3051 


-036 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


61905 
LIB3051 


-036 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


61906 
LIB3051 


-036 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


61907 
LIB3051 


-036 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


61908 
LIB3051 


-036 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


61909 
LIB3051 


-036 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


61910 
LIB3051 


-036 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 
ID 


61911 
LIB3051 


-037 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


61912 
LIB3051 


-037 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


61913 
LIB3051 


-037 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


61914 
LIB3051 


-037- 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


61915 
LIB3051 


-037- 


-Ql- 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


61916 
LIB3051 


-037- 


-Ql- 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


61917 
LIB3051- 


-037- 


-Ql- 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


61918 
LIB3051- 


-037- 


-Ql- 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


61919 
LIB3051- 


-037- 


-Ql- 


-Kl 


-D6 


Seq. 
Seq. 


No. 
ID 


61920 
LIB3051- 


-037- 


-Ql- 


-Kl- 


-D7 



9514 



Seq. 
Seq. 


No. 
ID 


il 

61921 
LIB3051 


-037 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 
ID 


61922 
LIB3051 


-037 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


61923 
LIB3051 


-037 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


61924 
LIB3051 


-037 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


61925 
LIB3051 


-037 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 
ID 


61926 
LIB3051 


-037 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


61927 
LIB3051 


-037 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


61928 
LIB3051 


-038 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


61929 
LIB3051 


-038 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


61930 
LIB3051 


-038 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


61931 
LIB3051 


-038 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


61932 
LIB3051 


-038 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 
ID 


61933 
LIB3051 


-038 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


61934 
LIB3051 


-038 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


61935 
LIB3051 


-038 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


61936 
LIB3051 


-038 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 
ID 


61937 
LIB3051 


-038 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


61938 
LIB3051 


-038 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


61939 
LIB3051 


-038 


-Ql 


-Kl 


-E2 



9515 



Seq. 
Seq. 


No. 

ID 


O 

61940 
LIB3051 


-038- 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


61941 
LIB3051 


-038- 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 
ID 


61942 
LIB3051 


-038- 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 
ID 


61943 
LIB3051 


-038- 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


61944 
LIB3051 


-039- 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


61945 
LIB3051 


-039- 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


61946 
LIB3051 


-039 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 
ID 


61947 
LIB3051 


-039- 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


61948 
LIB3051 


-039- 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


61949 
LIB3051 


-039- 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 
ID 


61950 
LIB3051 


-039- 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


61951 
LIB3051 


-039- 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


61952 
LIB3051 


-039- 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


61953 
LIB3051 


-039- 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


61954 
LIB3051 


-039- 


-Ql- 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


61955 
LIB3051 


-039- 


-Ql- 


-Kl 


-F12 


Seq. 
Seq. 


No. 
ID 


61956 
LIB3051 


-039- 


-Ql- 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


61957 
LIB3051 


-039- 


-Ql- 


-Kl 


-Gil 


Seq. 
Seq. 


No. 
ID 


61958 
LIB3051 


-039- 


-Ql- 


-Kl 


-G2 



9516 



Seq. 
Seq. 


No. 
ID 


61959 
LIB3051 


-039 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 
ID 


61960 
LIB3051 


-039 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


61961 
LIB3051 


-039 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


61962 
LIB3051 


-040 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


61963 
LIB3051 


-040 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


61964 
LIB3051 


-040 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


61965 
LIB3051 


-040 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


61966 
LIB3051 


-040 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


61967 
LIB3051 


-040 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 
ID 


61968 
LIB3051 


-040 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 
ID 


61969 
LIB3051 


-040 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 
ID 


61970 
LIB3051 


-040 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


61971 
LIB3051 


-040- 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


61972 
LIB3051 


-040- 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


61973 
LIB3051- 


-040- 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


61974 
LIB3051- 


-040- 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


61975 
LIB3051- 


-040- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 
ID 


61976 
LIB3051- 


-040- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


61977 
LIB3051- 


-040- 


-Ql- 


-Kl- 


-G7 



9517 



Seq. 
Seq. 


No. 
ID 


61978 
LIB3051 


-040 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 
ID 


61979 
LIB3051 


-041 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 
ID 


61980 
LIB3051 


-041' 


-QL 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


61981 
LIB3051 


-041' 


-Ql' 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


61982 
LIB3051- 


-041 


-Ql- 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


61983 
LIB3051- 


-041- 


-Ql- 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


61984 
LIB3051- 


-041- 


-Ql- 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


61985 
LIB3051- 


-041- 


-Ql- 


-Kl' 


-D4 


Seq. 
Seq. 


No. 

ID 


61986 
LIB3051- 


-041- 


-Ql- 


-Kl' 


-D7 


Seq. 
Seq. 


No. 
ID 


61987 
LIB3051- 


-041- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


61988 
LIB3051- 


-041- 


-Ql- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


61989 
LIB3051- 


-041- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


61990 
LIB3051- 


-041- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


61991 
LIB3051- 


-041- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 
ID 


61992 
LIB3051- 


-041- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


61993 
LIB3051- 


-041- 


"Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


61994 
LIB3051- 


-041- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 
ID 


61995 
LIB3051- 


-041- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


61996 
LIB3051- 


-041- 


-Ql- 


-Kl- 


-F6 



9518 



Seq. 
Seq. 


No. 

ID 


# 

61997 
LIB3051 


-041 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


61998 
LIB3051 


-041 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


61999 
LIB3051 


-041 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 
ID 


62000 
LIB3051 


-041 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 
ID 


62001 
LIB3051 


-041 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


62002 
LIB3051 


-041 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 
ID 


62003 
LIB3051 


-042 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 
ID 


62004 
LIB3051 


-042 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 
ID 


62005 
LIB3051 


-042 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


62006 
LIB3051 


-042 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


62007 
LIB3051 


-042 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


62008 
LIB3051 


-042 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


62009 
LIB3051 


-042 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 
ID 


62010 
LIB3051 


-042 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 
ID 


62011 
LIB3051 


-042 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 
ID 


62012 
LIB3051 


-042 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


62013 
LIB3051 


-042 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


62014 
LIB3051 


-042 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


62015 
LIB3051 


-042 


-Ql 


-Kl 


-F8 



9519 



Seq. 
Seq. 


No. 
ID 


62016 
LIB3051 


-042- 


-Ql- 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


62017 
LIB3051 


-042- 


-Ql- 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


62018 
LIB3051 


-042- 


-Ql- 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


62019 
LIB3051 


-042- 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


62020 
LIB3051 


-042- 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


62021 
LIB3051 


-042- 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


62022 
LIB3051 


-043- 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


62023 
LIB3051 


-043- 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


62024 
LIB3051 


-043- 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 
ID 


62025 
LIB3051 


-043- 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


62026 
LIB3051 


-043 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


62027 
LIB3051 


-043 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 
ID 


62028 
LIB3051 


-043 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 
ID 


62029 
LIB3051 


-043 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


62030 
LIB3051 


-043 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


62031 
LIB3051 


-043 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


62032 
LIB3051 


-043 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


62033 
LIB3051 


-043 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


62034 
LIB3051 


-043 


-Ql 


-Kl 


-F12 



Seq. 
Seq. 


No. 

ID 


0 

62035 
LIB3051 


-043 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


62036 
LIB3051 


-043 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


62037 
LIB3051 


-044 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


62038 
LIB3051 


-044 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


62039 
LIB3051 


-044 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


62040 
LIB3051 


-044 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


62041 
LIB3051 


-044 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


62042 
LIB3051 


-044 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


62043 
LIB3051 


-044 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 
ID 


62044 
LIB3051 


-044 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


62045 
LIB3051 


-044 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


62046 
LIB3051 


-044 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


62047 
LIB3051 


-044 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


62048 
LIB3051 


-044 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


62049 
LIB3051 


-044 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


62050 
LIB3051 


-044 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


62051 
LIB3051 


-044 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


62052 
LIB3051 


-044 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


62053 
LIB3051 


-044 


-Ql 


-Kl 


-G6 



9521 



# 



Seq. 
Seq. 


No. 

ID 


62054 
LIB3051 


-044 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


62055 
LIB3051 


-044 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


62056 
LIB3051 


-044 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


62057 
LIB3051 


-045 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 
ID 


62058 
LIB3051 


-045 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


62059 
LIB3051 


-045 


-Ql 


-Kl 


-A3 


Seq, 
Seq. 


No. 
ID 


62060 
LIB3051 


-045 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 
ID 


62061 
LIB3051 


-045 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


62062 
LIB3051 


-045 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 
ID 


62063 
LIB3051 


-045 


-Ql- 


-Kl 


-B3 


Seq. 
Seq. 


No. 
ID 


62064 
LIB3051 


-045- 


-Ql- 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


62065 
LIB3051- 


-045- 


-Ql- 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


62066 
LIB3051- 


-045- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


62067 
LIB3051- 


-045- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 
ID 


62068 
LIB3051- 


-045- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


62069 
LIB3051- 


-045- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


62070 
LIB3051- 


-045- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


62071 
LIB3051- 


-045- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


62072 
LIB3051- 


-045- 


-Ql- 


-Kl- 


-E7 



9522 



Seq. 
Seq. 


No. 
ID 


62073 
LIB3051 


-045 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


62074 
LIB3051 


-045 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


62075 
LIB3051 


-045 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


62076 
LIB3051 


-045 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


62077 
LIB3051 


-045 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


62078 
LIB3051 


-045 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


62079 
LIB3051 


-045 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


62080 
LIB3051 


-045 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 
ID 


62081 
LIB3051 


-046 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


62082 
LIB3051 


-046 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


62083 
LIB3051 


-046 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


62084 
LIB3051 


-046 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


62085 
LIB3051 


-046 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 
ID 


62086 
LIB3051 


-046- 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 
ID 


62087 
LIB3051 


-046- 


-Ql 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


62088 
LIB3051 


-046- 


-Ql- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


62089 
LIB3051 


-046- 


-Ql- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


62090 
LIB3051- 


-046- 


-Ql- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


62091 
LIB3051- 


-046- 


-Ql- 


-Kl- 


-Dll 



9523 



o 



Seq. 
Seq. 


No. 

ID 


62092 
LIB3051- 


-046- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


62093 
LIB3051- 


-046- 


-Ql- 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


62094 
LIB3051- 


-046- 


-Ql- 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


62095 
LIB3051- 


-046- 


-Ql- 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


62096 
LIB3051- 


-046 


-Ql- 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


62097 
LIB3051- 


-046 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


62098 
LIB3051 


-046 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


62099 
LIB3051 


-047 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


62100 
LIB3051 


-047 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 
ID 


62101 
LIB3051 


-047 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


62102 
LIB3051 


-047 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 
ID 


62103 
LIB3051 


-047 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


62104 
LIB3051 


-047 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


62105 
LIB3051 


-047 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 
ID 


62106 
LIB3051 


-047 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


62107 
LIB3051 


-047 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


62108 
LIB3051 


-047 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


62109 
LIB3051 


-047 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


62110 
LIB3051 


-047 


-Ql 


-Kl 


-F2 



9524 



Seq. 
Seq. 


No. 

ID 


62111 
LIB3051 


-047 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


62112 
LIB3051 


-047 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


62113 
LIB3051 


-047 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


62114 
LIB3051 


-048 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


62115 
LIB3051 


-048 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


62116 
LIB3051 


-048 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


62117 
LIB3051 


-048 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


62118 
LIB3051 


-048 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


62119 
LIB3051 


-048 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


62120 
LIB3051 


-048 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


62121 
LIB3051 


-048 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


62122 
LIB3051 


-048 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


62123 
LIB3051 


-048 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


62124 
LIB3051 


-048 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


62125 
LIB3051 


-048 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 
ID 


62126 
LIB3051 


-048 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


62127 
LIB3051 


-048 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


62128 
LIB3051 


-048 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


62129 
LIB3051 


-048 


-Ql 


-Kl 


-H9 



9525 



Seq. 
Seq, 


No. 
ID 


62130 
LIB3051 


-049 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 
ID 


62131 
LIB3051 


-049- 


-Ql- 


-Kl 


-B8 


Seq. 
Seq. 


No. 
ID 


62132 
LIB3051 


-049- 


-Ql- 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


62133 
LIB3051 


-049- 


-Ql- 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


62134 
LIB3051 


-049- 


-Ql- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


62135 
LIB3051- 


-049- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


62136 
LIB3051- 


-049- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


62137 
LIB3051- 


-049- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


62138 
LIB3051- 


-049- 


-Ql- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


62139 
LIB3051- 


-049- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


62140 
LIB3051- 


-049- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 
ID 


62141 
LIB3051- 


-049- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


62142 
LIB3051- 


-049- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


62143 
LIB3051- 


-049- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


62144 
LIB3051- 


-049- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


62145 
LIB3051- 


-050- 


-Ql- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 

ID 


62146 
LIB3051- 


-050- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


62147 
LIB3051- 


-050- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 
ID 


62148 
LIB3051- 


-050- 


-Ql- 


-Kl- 


-C8 



9526 



Seq. 
Seq. 


No. 

ID 


# 

62149 
LIB3051 


-050- 


-Ql- 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


62150 
LIB3051 


-050- 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


62151 
LIB3051 


-050- 


-Ql- 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


62152 
LIB3051 


-050- 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


62153 
LIB3051 


-050- 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


62154 
LIB3051 


-050 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


62155 
LIB3051 


-050 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


62156 
LIB3051 


-050 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 
ID 


62157 
LIB3051 


-050 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


62158 
LIB3051 


-051 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


62159 
LIB3051 


-051 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 
ID 


62160 
LIB3051 


-051 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 
ID 


62161 
LIB3051 


-051 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


62162 
LIB3051 


-051 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 
ID 


62163 
LIB3051 


-051 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 
ID 


62164 
LIB3051 


-051 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


62165 
LIB3051 


-051 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


62166 
LIB3051 


-051 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 
ID 


62167 
LIB3051 


-051 


-Ql 


-Kl 


-G2 



9527 




Seq. 
Seq. 


No. 

ID 


62168 
LIB3051- 


-051- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


62169 
LIB3051- 


-051- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


62170 
LIB3051- 


-051- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


62171 
LIB3051 


-052- 


-Ql- 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


62172 
LIB3051 


-052- 


-Ql- 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


62173 
LIB3051 


-052- 


-Ql- 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


62174 
LIB3051 


-052 


-Ql- 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


62175 
LIB3051 


-052 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


62176 
LIB3051 


-052 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


62177 
LIB3051 


-052 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 
ID 


62178 
LIB3051 


-052 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


62179 
LIB3051 


-052 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


62180 
LIB3051 


-052 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 
ID 


62181 
LIB3051 


-052 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


62182 
LIB3051 


-052 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


62183 
LIB3051 


-052 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


62184 
LIB3051 


-052 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


62185 
LIB3051 


»052 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


62186 
LIB3051 


-052 


-Ql 


-Kl 


-H9 



9528 



Seq. 
Seq. 


No. 

ID 


II 

62187 
LIB3051- 


-053- 


-Ql- 


-K2- 


-B3 


Seq. 
Seq. 


No. 

ID 


62188 
LIB3051- 


-053- 


-Ql- 


-K2- 


-B4 


Seq. 
Seq. 


No. 

ID 


62189 
LIB3051- 


-053- 


-Ql- 


-K2- 


-C6 


Seq. 
Seq. 


No. 

ID 


62190 
LIB3051- 


-053- 


-Ql- 


-K2 


-C7 


Seq. 
Seq. 


No. 

ID 


62191 
LIB3051 


-053- 


-Ql 


-K2 


-D12 


Seq. 
Seq. 


No. 

ID 


62192 
LIB3051 


-053- 


-Ql 


-K2 


-D7 


Seq. 
Seq. 


No. 
ID 


62193 
LIB3051 


-053 


-Ql 


-K2 


-D8 


Seq. 
Seq. 


No. 

ID 


62194 
LIB3051 


-053 


-Ql 


-K2 


-E6 


Seq. 
Seq. 


No. 

ID 


62195 
LIB3051 


-053 


-Ql 


-K2 


-E7 


Seq. 
Seq. 


No. 

ID 


62196 
LIB3051 


-053 


-Ql 


-K2 


-F6 


Seq. 
Seq. 


No. 

ID 


62197 
LIB3051 


-053 


-Ql 


-K2 


-Gil 


Seq. 
Seq. 


No. 

ID 


62198 
LIB3051 


-053 


-Ql 


-K2 


-Hll 


Seq. 
Seq. 


No. 
ID 


62199 
LIB3051 


-053 


-Ql 


-K2 


-H3 


Seq. 
Seq. 


No. 

ID 


62200 
LIB3051 


-054 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


62201 
LIB3051 


-054 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


62202 
LIB3051 


-054 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


62203 
LIB3051 


-054 


-Ql 


-K2 


-A2 


Seq. 
Seq. 


No. 

ID 


62204 
LIB3051 


-054 


-Ql 


-K2 


-Dl 


Seq. 
Seq. 


No. 

ID 


62205 
LIB3051 


-054 


-Ql 


-K2 


-E10 



9529 



Seq. 
Seq. 


No. 

ID 


62206 
LIB3051 


-054 


-Ql 


-K2 


-Ell 


Seq. 
Seq. 


No. 
ID 


62207 
LIB3051 


-054 


-Ql 


-K2 


-F3 


Seq. 
Seq. 


No. 
ID 


62208 
LIB3051 


-054 


-Ql 


-K2 


-G2 


Seq. 
Seq. 


No. 

ID 


62209 
LIB3051 


-054 


-Ql 


-K2 


-H3 


Seq. 
Seq. 


No. 

ID 


62210 
LIB3051 


-054 


-Ql 


-K2 


-H7 


Seq. 
Seq. 


No. 

ID 


62211 
LIB3051 


-055 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


62212 
LIB3051 


-055 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


62213 
LIB3051 


-055 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


62214 
LIB3051 


-055 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


62215 
LIB3051 


-055 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


62216 
LIB3051 


-055 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


62217 
LIB3051 


-055 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


62218 
LIB3051 


-055 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 
ID 


62219 
LIB3051 


-055 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


62220 
LIB3051 


-055 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


62221 
LIB3051 


-055 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


62222 
LIB3051 


-055 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 
ID 


62223 
LIB3051 


-056 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


62224 
LIB3051 


-056 


-Ql 


-Kl 


-A12 



9530 




Seq. 
Seq. 


No. 
ID 


62225 
LIB3051 


-056 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 
ID 


62226 
LIB3051 


-056 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


62227 
LIB3051 


-056 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


62228 
LIB3051 


-056 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


62229 
LIB3051 


-056 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


62230 
LIB3051 


-056 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 
ID 


62231 
LIB3051 


-056 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 
ID 


62232 
LIB3051 


-057 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


62233 
LIB3051 


-057 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 
ID 


62234 
LIB3051 


-057 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


62235 
LIB3051 


-057 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 
ID 


62236 
LIB3051 


-057 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 
ID 


62237 
LIB3051 


-057- 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


62238 
LIB3051 


-058- 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


62239 
LIB3051 


-058- 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


62240 
LIB3051 


-058- 


-Ql 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


62241 
LIB3051- 


-058- 


-Ql- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


62242 
LIB3051- 


-058- 


-Ql- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 
ID 


62243 
LIB3051- 


-058- 


-Ql- 


-Kl- 


-B5 



9531 



Seq. 
Seq. 


No. 

ID 


0 

62244 
LIB3051- 


-058- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


62245 
LIB3051- 


-058- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


62246 
LIB3051- 


-058- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


62247 
LIB3051- 


-058- 


-Ql- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


62248 
LIB3051 


-058- 


-Ql- 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


62249 
LIB3051 


-058- 


-Ql- 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


62250 
LIB3051 


-058 


-Ql- 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


62251 
LIB3051 


-058 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


62252 
LIB3051 


-058 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


62253 
LIB3051 


-058 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


62254 
LIB3051 


-058 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


62255 
LIB3051 


-058 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


NO. 

ID 


62256 
LIB3051 


-058 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


62257 
LIB3051 


-058 


-Ql 


-K2 


-A12 


Seq. 
Seq. 


No. 

ID 


62258 
LIB3051 


-058 


-Ql 


-K2 


-A5 


Seq. 
Seq. 


No. 

ID 


62259 
LIB3051 


-058 


-Ql 


-K2 


-Bl 


Seq. 
Seq. 


No. 

ID 


62260 
LIB3051 


-058 


-Ql 


-K2 


-Bll 


Seq. 
Seq. 


No. 

ID 


62261 
LIB3051 


-058 


-Ql 


-K2 


-B2 


Seq. 
Seq. 


No. 

ID 


62262 
LIB3051 


-058 


-Ql 


-K2 


-C3 



9532 



Seq. 
Seq. 


No. 

ID 


62263 
LIB3051 


-058 


-Ql 


-K2 


-Dl 


Seq. 
Seq. 


No. 
ID 


62264 
LIB3051 


-058 


-Ql 


-K2 


-D10 


Seq. 
Seq. 


No. 

ID 


62265 
LIB3051 


-058 


-Ql 


-K2 


-D8 


Seq. 
Seq. 


No. 

ID 


62266 
LIB3051 


-058 


-Ql 


-K2 


-E5 


Seq. 
Seq. 


No. 
ID 


62267 
LIB3051 


-058 


-Ql 


-K2 


-Fl 


Seq. 
Seq. 


No. 

ID 


62268 
LIB3051 


-058 


-Ql 


-K2 


-Gl 


Seq. 
Seq. 


No. 

ID 


62269 
LIB3051 


-058 


-Ql 


-K2 


-G3 


Seq. 
Seq. 


No. 

ID 


62270 
LIB3051 


-058 


-Ql 


-K2 


-H12 


Seq. 
Seq. 


No. 

ID 


62271 
LIB3051 


-058 


-Ql 


-K2 


-H6 


Seq. 
Seq. 


No. 

ID 


62272 
LIB3051 


-059 


-Ql 


-K2 


-Al 


Seq. 
Seq. 


No. 

ID 


62273 
LIB3051 


-059 


-Ql 


-K2 


-All 


Seq. 
Seq. 


No. 

ID 


62274 
LIB3051 


-059 


-Ql 


-K2 


-A2 


Seq. 
Seq. 


No. 

ID 


62275 
LIB3051 


-059 


-Ql 


-K2 


-B6 


Seq. 
Seq. 


No. 

ID 


62276 
LIB3051 


-059 


-Ql 


-K2 


-C10 


Seq. 
Seq. 


No. 

ID 


62277 
LIB3051 


-059 


-Ql 


-K2 


-C3 


Seq. 
Seq. 


No. 
ID 


62278 
LIB3051 


-059 


-Ql 


-K2 


-Dll 


Seq. 
Seq. 


No. 

ID 


62279 
LIB3051 


-059 


-Ql 


-K2 


-E2 


Seq. 
Seq. 


No. 

ID 


62280 
LIB3051 


-059 


-Ql 


-K2 


-E5 


Seq. 
Seq. 


No. 

ID 


62281 
LIB3051 


-059 


-Ql 


-K2 


-E9 



9533 



Seq. 
Seq. 


No. 

ID 


O 

62282 
LIB3051- 


-059- 


-Ql- 


-K2- 


-F6 


Seq. 
Seq. 


No. 

ID 


62283 
LIB3051- 


-059- 


-Ql- 


-K2- 


-G3 


Seq. 
Seq. 


No. 

ID 


62284 
LIB3051- 


-059- 


-Ql- 


-K2- 


-H12 


Seq. 
Seq. 


No. 

ID 


62285 
LIB3051- 


-059- 


-Ql- 


-K2 


-H7 


Seq. 
Seq. 


No. 
ID 


62286 
LIB3051- 


-060- 


-Ql- 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


62287 
LIB3051 


-060- 


-Ql- 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


62288 
LIB3051- 


-060- 


-Ql- 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


62289 
LIB3051 


-060- 


-Ql- 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


62290 
LIB3051 


-060- 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


62291 
LIB3051 


-060 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


622 92 
LIB3051 


-060 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 
ID 


62293 
LIB3051 


-060 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


62294 
LIB3051 


-060 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


62295 
LIB3051 


-060 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 
ID 


62296 
LIB3051 


-060 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


62297 
LIB3051 


-060 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 
ID 


62298 
LIB3051 


-060 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 
ID 


62299 
LIB3051 


-060 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 
ID 


62300 
LIB3051 


-060 


-Ql 


-Kl 


-E7 



9534 



Seq. 
Seq. 


No. 

ID 


# 

62301 
LIB3051 


-060 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 
ID 


62302 
LIB3051 


-060 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 
ID 


62303 
LIB3051 


-060 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


62304 
LIB3051 


-060 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 
ID 


62305 
LIB3051 


-060 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 
ID 


62306 
LIB3051 


-060 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 
ID 


62307 
LIB3051 


-060 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 
ID 


62308 
LIB3051 


-060 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 
ID 


62309 
LIB3051 


-060 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 
ID 


62310 
LIB3051 


-060 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 
ID 


62311 
LIB3051 


-061 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 
ID 


62312 
LIB3051 


-061 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 
ID 


62313 
LIB3051 


-061 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


62314 
LIB3051 


-061 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


62315 
LIB3051 


-061 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


62316 
LIB3051 


-061 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


62317 
LIB3051 


-061 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


62318 
LIB3051 


-061 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


62319 
LIB3051 


-061- 


-Ql 


-Kl 


-F6 



9535 



# 



Seq. 
Seq. 


No. 

ID 


62320 
LIB3051- 


-061- 


-Ql- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


62321 
LIB3051- 


-061- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


62322 
LIB3051- 


-061- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


62323 
LIB3051- 


-061- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


62324 
LIB3051- 


-061- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


62325 
LIB3051- 


-061- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


62326 
LIB3051- 


-061- 


~Q1- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


62327 
LIB3051- 


-062- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 
ID 


62328 
LIB3051- 


-062- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 
ID 


62329 
LIB3051- 


-062- 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


62330 
LIB3051 


-062- 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 
ID 


62331 
LIB3051 


-062 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


62332 
LIB3051 


-062 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


62333 
LIB3051 


-062 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 
ID 


62334 
LIB3051 


-062 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 
ID 


62335 
LIB3051 


-062 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 
ID 


62336 
LIB3051 


-062 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


62337 
LIB3051 


-062 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


62338 
LIB3051 


-062 


-Ql 


-Kl 


-G2 



9536 




Seq. 
Seq. 


No. 
ID 


62339 
LIB3051- 


-062- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


62340 
LIB3051- 


-062- 


-Ql- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


62341 
LIB3051- 


-062- 


-Ql- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


62342 
LIB3051- 


-063- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


62343 
LIB3051- 


-063- 


-Ql- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 
ID 


62344 
LIB3051 


-063- 


-Ql- 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


62345 
LIB3051 


-063- 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


62346 
LIB3051 


-063- 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 
ID 


62347 
LIB3051 


-063- 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 
ID 


62348 
LIB3051 


-063 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


62349 
LIB3051 


-063 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


62350 
LIB3051 


-063 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


62351 
LIB3051 


-063 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


62352 
LIB3051 


-063 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 
ID 


62353 
LIB3051 


-063 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


62354 
LIB3051 


-063 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 
ID 


62355 
LIB3051 


-064 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


62356 
LIB3051 


-064 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 
ID 


62357 
LIB3051 


-064 


-Ql 


-Kl 


-B10 



9537 



Seq. 
Seq. 


No. 

ID 


# 

62358 
LIB3051 


-064 


-Ql 


-Kl- 


-B5 


Seq. 
Seq. 


No. 
ID 


62359 
LIB3051 


-064 


-Ql 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


62360 
LIB3051 


-064 


-Ql 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


62361 
LIB3051 


-064 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 
ID 


62362 
LIB3051 


-064 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


62363 
LIB3051 


-064 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 
ID 


62364 
LIB3051 


-064 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


62365 
LIB3051 


-064 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 
ID 


62366 
LIB3051 


-064 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


62367 
LIB3051 


-064 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


62368 
LIB3051 


-064 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


62369 
LIB3051 


-064 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


62370 
LIB3051 


-064 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


62371 
LIB3051 


-064 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


62372 
LIB3051 


-064 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


62373 
LIB3051 


-064 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


62374 
LIB3051 


-064 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


62375 
LIB3051 


-064 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


62376 
LIB3051 


-065 


-Ql 


-Kl 


-B10 



9538 



Seq. 
Seq. 


No. 
ID 


0 

62377 
LIB3051- 


065- 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


62378 
LIB3051- 


065 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


62379 
LIB3051- 


065 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


62380 
LIB3051- 


065 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


62381 
LIB3051- 


065 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


62382 
LIB3051- 


065 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


62383 
LIB3051- 


065 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


62384 
LIB3051- 


065 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


62385 
LIB3051- 


065 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


62386 
LIB3051- 


065 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


62387 
LIB3051- 


065 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


62388 
LIB3051- 


065 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


62389 
LIB3051- 


065 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


62390 
LIB3051- 


066 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


62391 
LIB3051- 


066 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


62392 
LIB3051- 


066 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 
ID 


62393 
LIB3051- 


066 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


62394 
LIB3051- 


066 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


62395 
LIB3051- 


066 


-Ql 


-Kl 


-D5 



9539 



Seq. 
Seq. 


No. 
ID 


4) 

62396 
LIB3051- 


-066- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 
ID 


62397 
LIB3051 


-066- 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


62398 
LIB3051 


-066- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


62399 
LIB3051 


-066 


-Ql- 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


62400 
LIB3051 


-066 


-Ql- 


-Kl 


-G6 


Seq. 
Seq. 


No. 
ID 


62401 
LIB3051 


-066 


-Ql- 


-Kl 


-G7 


Seq. 
Seq. 


No. 
ID 


62402 
LIB3051 


-066 


-Ql- 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


62403 
LIB3051 


-066 


-Ql- 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


62404 
LIB3051 


-067 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


62405 
LIB3051 


-067 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


62406 
LIB3051 


-067 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 
ID 


62407 
LIB3051 


-067 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 
ID 


62408 
LIB3051 


-067 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


62409 
LIB3051 


-067 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


62410 
LIB3051 


-067 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


62411 
LIB3051 


-067 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


62412 
LIB3051 


-067 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


62413 
LIB3051 


-067 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


62414 
LIB3051 


-067 


-Ql 


-Kl 


-Gil 



9540 




Seq. 
Seq. 


No. 

ID 


62415 
LIB3051- 


-067- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


62416 
LIB3051- 


-067- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 
ID 


62417 
LIB3051- 


-067- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


62418 
LIB3051- 


-067- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


62419 
LIB3051- 


-068- 


-Ql- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


62420 
LIB3051- 


-068- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


62421 
LIB3051- 


-068- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


62422 
LIB3051- 


-068 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


62423 
LIB3051- 


-068 


-Ql- 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


62424 
LIB3051 


-068 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


62425 
LIB3051 


-068 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 
ID 


62426 
LIB3051 


-068 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 
ID 


62427 
LIB3051 


-068 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


62428 
LIB3051 


-068 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 
ID 


62429 
LIB3051 


-068 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 
ID 


62430 
LIB3051 


-068 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


62431 
LIB3051 


-068 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


62432 
LIB3051 


-068 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


62433 
LIB3051 


-068 


-Ql 


-Kl 


-H2 



9541 



Seq. 
Seq. 


No. 

ID 


62434 
LIB3051 


-068 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


62435 
LIB3051 


-069 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


62436 
LIB3051 


-069 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


62437 
LIB3051 


-069 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


62438 
LIB3051 


-069 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


62439 
LIB3051 


-069 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


62440 
LIB3051 


-069 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


62441 
LIB3051 


-069 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


62442 
LIB3051 


-069 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


62443 
LIB3051 


-069 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


62444 
LIB3051 


-069 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


62445 
LIB3051 


-069 


»Q1 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


62446 
LIB3051 


-069 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


62447 
LIB3051 


-069 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


62448 
LIB3051 


-069 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


62449 
LIB3051 


-069- 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


62450 
LIB3051 


-069- 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


62451 
LIB3051 


-069- 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


62452 
LIB3051 


-070- 


-Ql 


-Kl 


-Al 



9542 



Seq. 
Seq. 


No. 
ID 


# 

62453 
LIB3051 


-070 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


62454 
LIB3051 


-070 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 
ID 


62455 
LIB3051 


-070 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 
ID 


62456 
LIB3051 


-070 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 
ID 


62457 
LIB3051 


-070 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 
ID 


62458 
LIB3051 


-070 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 
ID 


62459 
LIB3051 


-070 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


62460 
LIB3051 


-070 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 
ID 


62461 
LIB3051 


-070 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 
ID 


62462 
LIB3051 


-070 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


62463 
LIB3051 


-070 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


62464 
LIB3051 


-070 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 
ID 


62465 
LIB3051 


-070 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 
ID 


62466 
LIB3051 


-070 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 
ID 


62467 
LIB3051 


-070 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


62468 
LIB3051 


-070 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


62469 
LIB3051 


-070 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


62470 
LIB3051 


-070 


-Ql- 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


62471 
LIB3051 


-071 


-Ql- 


-Kl 


-Al 



9543 



Seq. 
Seq. 


No. 

ID 


# 

62472 
LIB3051 


-071 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


62473 
LIB3051 


-071 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


62474 
LIB3051 


-071 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


62475 
LIB3051 


-071 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


62476 
LIB3051 


-071 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


62477 
LIB3051 


-071 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


62478 
LIB3051 


-071 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


62479 
LIB3051 


-071 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


62480 
LIB3051 


-071 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


62481 
LIB3051 


-071 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


62482 
LIB3051 


-071 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


62483 
LIB3051 


-071 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


62484 
LIB3051 


-071 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


62485 
LIB3051 


-071 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


62486 
LIB3051 


-071 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


62487 
LIB3051 


-071 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


62488 
LIB3051 


-071 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


62489 
LIB3051 


-071 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


62490 
LIB3051 


-071 


-Ql 


-Kl 


-HI 



9544 



Seq. 
Seq. 


No. 

ID 


62491 
LIB3051- 


-071- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


62492 
LIB3051- 


-071- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


62493 
LIB3051- 


-071- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


62494 
LIB3051- 


-071- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


62495 
LIB3051 


-071- 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 
ID 


62496 
LIB3051 


-071- 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 
ID 


62497 
LIB3051 


-072 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


62498 
LIB3051 


-072 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


62499 
LIB3051 


-072 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


62500 
LIB3051 


-072 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


62501 
LIB3051 


-072 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


62502 
LIB3051 


-072 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


62503 
LIB3051 


-072 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


62504 
LIB3051 


-072 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


62505 
LIB3051 


-072 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


62506 
LIB3051 


-072 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 
ID 


62507 
LIB3051 


-072 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


62508 
LIB3051 


-072 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 
ID 


62509 
LIB3051 


-072 


-Ql 


-Kl 


-E8 



9545 



# 



Seq. 
Seq. 


No. 

ID 


62510 
LIB3051- 


-072- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


62511 
LIB3051- 


-072- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


62512 
LIB3051- 


-072- 


-Ql- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


62513 
LIB3051- 


-072- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


62514 
LIB3051- 


-072- 


-Ql- 


-Kl" 


-G7 


Seq. 
Seq. 


No. 

ID 


62515 
LIB3051- 


-072- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


62516 
LIB3051- 


-072- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


62517 
LIB3051- 


-072- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


62518 
LIB3051 


-073- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 
ID 


62519 
LIB3051 


-073- 


-Ql- 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


62520 
LIB3051 


-073- 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


62521 
LIB3051 


-073- 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


62522 
LIB3051 


-073 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


62523 
LIB3051 


-073 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


62524 
LIB3051 


-073 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 
ID 


62525 
LIB3051 


-073 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


62526 
LIB3051 


-073 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


62527 
LIB3051 


-073 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 
ID 


62528 
LIB3051 


-073 


-Ql 


-Kl 


-Hll 



9546 



Seq. 
Seq. 


No. 

ID 


© 

62529 
LIB3051 


-073 


-Ql- 


Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


62530 
LIB3051 


-074 


-Ql- 


Kl 


-A2 


Seq. 
Seq. 


No. 
ID 


62531 
LIB3051 


-074 


-Ql- 


Kl 


-A8 


Seq. 
Seq. 


No. 
ID 


62532 
LIB3051 


-074 


-Ql- 


Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


62533 
LIB3051 


-074 


-Ql- 


Kl 


-B7 


Seq. 
Seq. 


No. 
ID 


62534 
LIB3051 


-074 


-Ql- 


Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


62535 
LIB3051 


-074 


-Ql- 


Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


62536 
LIB3051 


-074 


-Ql- 


Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


62537 
LIB3051 


-074 


-Ql- 


Kl 


-C8 


Seq. 
Seq. 


No. 
ID 


62538 
LIB3051 


-074 


-Ql- 


Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


62539 
LIB3051 


-074 


-Ql- 


■Kl 


-D3 


Seq. 
Seq. 


No. 
ID 


62540 
LIB3051 


-074 


-Ql- 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


62541 
LIB3051 


-074 


-Ql- 


■Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


62542 
LIB3051 


-074 


-Ql- 


Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


62543 
LIB3051 


-074 


-Ql- 


Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


62544 
LIB3051 


-074 


-Ql- 


Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


62545 
LIB3051 


-074 


-Ql- 


Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


62546 
LIB3051 


-074 


-Ql- 


Kl 


-E9 


Seq. 
Seq. 


No. 
ID 


62547 
LIB3051 


-074 


-Ql- 


Kl 


-F10 



9547 



Seq. 
Seq. 


No. 
ID 


O 

62548 
LIB3051 


-074 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 
ID 


62549 
LIB3051 


-074 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


62550 
LIB3051 


-074 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 
ID 


62551 
LIB3051 


-074 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 
ID 


62552 
LIB3051 


-074 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 
ID 


62553 
LIB3051 


-074 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 
ID 


62554 
LIB3051 


-075 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


62555 
LIB3051 


-075 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


62556 
LIB3051 


-075 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


62557 
LIB3051 


-075 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


62558 
LIB3051 


-075 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


62559 
LIB3051 


-075 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


62560 
LIB3051 


-075 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 
ID 


62561 
LIB3051 


-075 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


62562 
LIB3051 


-075 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


62563 
LIB3051 


-075 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 
ID 


62564 
LIB3051 


-075 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 
ID 


62565 
LIB3051 


-075 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 
ID 


62566 
LIB3051 


-075 


-Ql 


-Kl 


-E3 



9548 



o 



Seq. 
Seq. 


No. 

ID 


62567 
LIB3051- 


-075- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


62568 
LIB3051- 


-075- 


-Ql- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


62569 
LIB3051- 


-075- 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 
ID 


62570 
LIB3051- 


-075- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


62571 
LIB3051 


-075- 


-Ql- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


62572 
LIB3051 


-075- 


-Ql- 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


62573 
LIB3051 


-075 


-Ql- 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


62574 
LIB3051 


-076 


-Bl 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


62575 
LIB3051 


-076 


-Bl 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


62576 
LIB3051 


-077 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


62577 
LIB3051 


-077 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


62578 
LIB3051 


-077 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


62579 
LIB3051 


-077 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


62580 
LIB3051 


-077 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 
ID 


62581 
LIB3051 


-077 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


62582 
LIB3051 


-077 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


62583 
LIB3051 


-077 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


62584 
LIB3051 


-077 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


62585 
LIB3051 


-077 


-Ql 


-Kl 


-D6 



9549 



Seq. 
Seq. 


No. 

ID 


# 

62586 
LIB3051 


-077 


-Ql- 


Kl 


-El 


Seq. 
Seq. 


No. 

ID 


62587 
LIB3051 


-077 


-Ql- 


Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


62588 
LIB3051 


-077 


-Ql- 


Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


62589 
LIB3051 


-077 


-Ql- 


Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


62590 
LIB3051 


-077 


-Ql- 


Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


62591 
LIB3051 


-077 


-Ql- 


Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


62592 
LIB3051 


-077 


-Ql- 


Kl 


-HI 


Seq. 
Seq. 


No. 
ID 


62593 
LIB3051 


-077 


-Ql- 


Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


62594 
LIB3051 


-077 


-Ql- 


Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


62595 
LIB3051 


-077 


-Ql- 


Kl 


-H6 


Seq. 
Seq. 


No. 
ID 


62596 
LIB3051 


-077 


-Ql- 


Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


62597 
LIB3051 


-078 


-Ql- 


•Kl 


-Al 


Seq. 
Seq. 


No. 
ID 


62598 
LIB3051 


-078 


-Ql- 


Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


62599 
LIB3051 


-078 


-Ql- 


■Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


62600 
LIB3051 


-078 


-Ql- 


Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


62601 
LIB3051 


-078 


-Ql- 


Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


62602 
LIB3051 


-078 


-Ql- 


Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


62603 
LIB3051 


-078 


-Ql- 


Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


62604 
LIB3051 


-078 


-Ql- 


Kl 


-E5 



9550 



Seq. 
Seq. 


No. 
ID 


62605 
LIB3051 


-078 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


62606 
LIB3051 


-078 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


62607 
LIB3051 


-078 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 
ID 


62608 
LIB3051 


-078 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 
ID 


62609 
LIB3051 


-078 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 
ID 


62610 
LIB3051 


-078 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


62611 
LIB3051 


-078 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 
ID 


62612 
LIB3051 


-078 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 
ID 


62613 
LIB3051 


-078 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 
ID 


62614 
LIB3051 


-078 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


62615 
LIB3051 


-078 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 
ID 


62616 
LIB3051 


-078 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 
ID 


62617 
LIB3051 


-078 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 
ID 


62618 
LIB3051 


-078 


-Ql 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


62619 
LIB3051 


-078 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 
ID 


62620 
LIB3051 


-079 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


62621 
LIB3051 


-079 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 
ID 


62622 
LIB3051 


-079 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 
ID 


62623 
LIB3051 


-079 


-Ql 


-Kl 


-A9 



9551 



Seq. 
Seq. 


No. 
ID 


0 

62624 
LIB3051 


-079 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 
ID 


62625 
LIB3051 


-079- 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


62626 
LIB3051 


-079 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


62627 
LIB3051 


-079- 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


62628 
LIB3051 


-079- 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


62629 
LIB3051 


-079- 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


62630 
LIB3051 


-079- 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


62631 
LIB3051 


-079- 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


62632 
LIB3051 


-079- 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


62633 
LIB3051 


-079- 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


62634 
LIB3051 


-079- 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


62635 
LIB3051 


-080- 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


62636 
LIB3051 


-080- 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


62637 
LIB3051 


-080- 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 
ID 


62638 
LIB3051 


-080- 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


62639 
LIB3051 


-080- 


-Ql- 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


62640 
LIB3051 


-080- 


-Ql- 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


62641 
LIB3051 


-080- 


-Ql- 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


62642 
LIB3051 


-080- 


-Ql- 


-Kl 


-D6 



9552 



Seq. 
Seq. 


No. 

ID 


62643 
LIB3051 


-080- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


62644 
LIB3051 


-080- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


62645 
LIB3051 


-080- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


62646 
LIB3051 


-080- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


62647 
LIB3051 


-080- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


62648 
LIB3051 


-080- 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


62649 
LIB3051 


-080- 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


62650 
LIB3051 


-081- 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 
ID 


62651 
LIB3051 


-081- 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


62652 
LIB3051 


-081 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


62653 
LIB3051 


-081 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


62654 
LIB3051 


-081 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


62655 
LIB3051 


-081 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


62656 
LIB3051 


-081 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


62657 
LIB3051 


-081 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


62658 
LIB3051 


-081 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


62659 
LIB3051 


-081 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


62660 
LIB3051 


-082 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


62661 
LIB3051 


-082 


-Ql 


-Kl 


-A2 



9553 



Seq. 
Seq. 


No. 

ID 


62662 
LIB3051 


-082 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 
ID 


62663 
LIB3051 


-082 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


62664 
LIB3051 


-082 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


62665 
LIB3051 


-082 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


62666 
LIB3051 


-082 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


62667 
LIB3051 


-082 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


62668 
LIB3051 


-082 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


62669 
LIB3051 


-082 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


62670 
LIB3051 


-082 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 
ID 


62671 
LIB3051 


-082 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


62672 
LIB3051 


-082 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


62673 
LIB3051 


-082 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


62674 
LIB3051 


-082 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


62675 
LIB3051 


-082 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 
ID 


62676 
LIB3051 


-082 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 
ID 


62677 
LIB3051 


-082 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


62678 
LIB3051 


-082 


-Ql 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


62679 
LIB3051 


-082 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


62680 
LIB3051 


-083 


-Ql 


-Kl 


-A6 



Seq. 
Seq. 


No. 

ID 


62681 
LIB3051 


-083 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 
ID 


62682 
LIB3051 


-083 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


62683 
LIB3051 


-083 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


62684 
LIB3051 


-083 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


62685 
LIB3051 


-083 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 
ID 


62686 
LIB3051 


-083 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


62687 
LIB3051 


-083 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


62688 
LIB3051 


-083 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


62689 
LIB3051 


-083 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


62690 
LIB3051 


-083 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 
ID 


62691 
LIB3051 


-083 


-Ql 


-Kl 


-G6 


Seq. 
Seq, 


No. 

ID 


62692 
LIB3051 


-083 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


62693 
LIB3051 


-084 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


62694 
LIB3051 


-084 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


62695 
LIB3051 


-084- 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


62696 
LIB3051 


-084- 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


62697 
LIB3051 


-084- 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


62698 
LIB3051 


-084- 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


62699 
LIB3051 


-084- 


-Ql 


-Kl 


-F12 



9555 



Seq. 
Seq. 


No. 
ID 


62700 
LIB3051 


-084 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


62701 
LIB3051 


-084 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


62702 
LIB3051 


-084 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 
ID 


62703 
LIB3051 


-084 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 
ID 


62704 
LIB3051 


-085 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 
ID 


62705 
LIB3051 


-085 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


62706 
LIB3051 


-085 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


62707 
LIB3051 


-085 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


62708 
LIB3051 


-085 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


62709 
LIB3051 


-085 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


62710 
LIB3051 


-085 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


62711 
LIB3051 


-085 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


62712 
LIB3051 


-085 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


62713 
LIB3051 


-085 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


62714 
LIB3051 


-085 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


62715 
LIB3051 


-085 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


62716 
LIB3051 


-085 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


62717 
LIB3051 


-085 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


62718 
LIB3051 


-085 


-Ql 


-Kl 


-Gil 



9556 



Seq. 
Seq. 


No. 

ID 


# 

62719 
LIB3051- 


-085- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 
ID 


62720 
LIB3051- 


-085- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


62721 
LIB3051- 


-085- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


62722 
LIB3051- 


-085- 


-Ql- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


62723 
LIB3051 


-0E 


S5- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


62724 
LIB3051 


-0E 


S6- 


-Ql- 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


62725 
LIB3051 


-0E 


J6- 


-Ql- 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


62726 
LIB3051 


-0E 


36- 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


62727 
LIB3051 


-086- 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


62728 
LIB3051 


-086 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


62729 
LIB3051 


-0E 


36 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


62730 
LIB3051 


-Of 


36 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


62731 
LIB3051 


-0? 


36 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


62732 
LIB3051 


-086 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


62733 
LIB3051 


-086 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


62734 
LIB3051 


-0* 


36 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


62735 
LIB3051 


-01 


36 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


62736 
LIB3051 


-0? 


36 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


62737 
LIB3051 


-086 


-Ql 


-Kl 


-F12 



9557 



Seq. 
Seq. 


No. 

ID 


62738 
LIB3051- 


086- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


62739 
LIB3051- 


086- 


-Ql- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 
ID 


62740 
LIB3051- 


086- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


62741 
LIB3051- 


086- 


-Ql- 


-Kl" 


-Hll 


Seq. 
Seq. 


No. 

ID 


62742 
LIB3051- 


086- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


62743 
LIB3051- 


086- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


62744 
LIB3051- 


087- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


62745 
LIB3051- 


087- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


62746 
LIB3051- 


■087 


-Ql- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


62747 
LIB3051- 


-087 


-Ql- 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


62748 
LIB3051- 


-087 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


62749 
LIB3051- 


-087 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


62750 
LIB3051- 


-087 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


62751 
LIB3051- 


-087 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


62752 
LIB3051- 


-087 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


62753 
LIB3051- 


-087 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


62754 
LIB3051- 


-087 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


62755 
LIB3051- 


-087 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


62756 
LIB3051- 


-087 


-Ql 


-Kl 


-G3 



9558 



Seq. 
Seq. 


No. 
ID 


II 

62757 
LIB3051 


-087 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


62758 
LIB3051 


-087 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


62759 
LIB3051 


-087 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 
ID 


62760 
LIB3051 


-087 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


62761 
LIB3051 


-088 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


62762 
LIB3051 


-088 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


62763 
LIB3051 


-088 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


62764 
LIB3051 


-088 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


62765 
LIB3051 


-088 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


62766 
LIB3051 


-088 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


62767 
LIB3051 


-088 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


62768 
LIB3051 


-088 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


62769 
LIB3051 


-088 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


62770 
LIB3051 


-088 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 
ID 


62771 
LIB3051 


-088 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


62772 
LIB3051 


-088 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


62773 
LIB3051 


-088 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 
ID 


62774 
LIB3051 


-088 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


62775 
LIB3051 


-088 


-Ql 


-Kl 


-H7 



9559 



Seq. 
Seq. 


No. 
ID 


62776 
LIB3051 


-090- 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


62777 
LIB3051 


-090- 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


62778 
LIB3051 


-090 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


62779 
LIB3051 


-090 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


62780 
LIB3051 


-090 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


62781 
LIB3051 


-090 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


62782 
LIB3051 


-090 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 
ID 


62783 
LIB3051 


-090 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


62784 
LIB3051 


-090 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 
ID 


62785 
LIB3051 


-090 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


62786 
LIB3051 


-090 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 
ID 


62787 
LIB3051 


-090 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 
ID 


62788 
LIB3051 


-090 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


62789 
LIB3051 


-090 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


62790 
LIB3051 


-090 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 
ID 


62791 
LIB3051 


-090 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


62792 
LIB3051 


-090 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


62793 
LIB3051 


-090- 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


62794 
LIB3051 


-090- 


-Ql 


-Kl 


-E10 



9560 



Seq. 
Seq. 


No. 

ID 


62795 
LIB3051- 


-090- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 
ID 


62796 
LIB3051- 


-090- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


62797 
LIB3051- 


-090- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


62798 
LIB3051 


-090- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


62799 
LIB3051 


-090- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 
ID 


62800 
LIB3051 


-090 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


62801 
LIB3051 


-091 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


62802 
LIB3051 


-091 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


62803 
LIB3051 


-091 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


62804 
LIB3051 


-091 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


62805 
LIB3051 


-091 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


62806 
LIB3051 


-091 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


62807 
LIB3051 


-091 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 
ID 


62808 
LIB3051 


-091 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 
ID 


62809 
LIB3051 


-091 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


62810 
LIB3051 


-091 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


62811 
LIB3051 


-091 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 
ID 


62812 
LIB3051 


-091 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 
ID 


62813 
LIB3051 


-091 


-Ql 


-Kl 


-G7 



9561 



Seq. 
Seq. 


No. 
ID 


O 

62814 
LIB3051- 


-091- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


62815 
LIB3051 


-091- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 
ID 


62816 
LIB3051 


-091- 


-Ql- 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


62817 
LIB3051 


-092 


-Ql- 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


62818 
LIB3051 


-092- 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


62819 
LIB3051 


-092 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 
ID 


62820 
LIB3051 


-092 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


62821 
LIB3051 


-092 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


62822 
LIB3051 


-092 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 
ID 


62823 
LIB3051 


-092 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


62824 
LIB3051 


-092 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


62825 
LIB3051 


-092 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


62826 
LIB3051 


-092 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


62827 
LIB3051 


-092 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 
ID 


62828 
LIB3051 


-092 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


62829 
LIB3051 


-092 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


62830 
LIB3051 


-092 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


62831 
LIB3051 


-092 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


62832 
LIB3051 


-092 


-Ql 


-Kl 


-H4 



9562 




Seq. 
Seq. 


No. 

ID 


62833 
LIB3051 


-092- 


-Ql- 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


62834 
LIB3051 


-093- 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


62835 
LIB3051 


-093- 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


62836 
LIB3051 


-093- 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


62837 
LIB3051 


-093- 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


62838 
LIB3051 


-093 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


62839 
LIB3051 


-093 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


62840 
LIB3051 


-093 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


62841 
LIB3051 


-093 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 
ID 


62842 
LIB3051 


-093 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 
ID 


62843 
LIB3051 


-093 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


62844 
LIB3051 


-093 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 
ID 


62845 
LIB3051 


-093 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


62846 
LIB3051 


-093 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


62847 
LIB3051 


-093 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


62848 
LIB3051 


-093 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 
ID 


62849 
LIB3051 


-093 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 
ID 


62850 
LIB3051 


-093 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


62851 
LIB3051 


-093 


-Ql 


-Kl 


-F2 



9563 



Seq. 
Seq. 


No. 

ID 


# 

62852 
LIB3051 


-093 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


62853 
LIB3051 


-094 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


62854 
LIB3051 


-094 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


62855 
LIB3051 


-094 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


62856 
LIB3051 


-094 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


62857 
LIB3051 


-094 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


62858 
LIB3051 


-094 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 
ID 


62859 
LIB3051 


-094 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


62860 
LIB3051 


-094 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


62861 
LIB3051 


-094 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


62862 
LIB3051 


-094 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


62863 
LIB3051 


-094 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 
ID 


62864 
LIB3051 


-094 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 
ID 


62865 
LIB3051 


-094 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 
ID 


62866 
LIB3051 


-094 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


62867 
LIB3051 


-095 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 
ID 


62868 
LIB3051 


-095 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


62869 
LIB3051 


-095- 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 
ID 


62870 
LIB3051 


-095 


-Ql 


-Kl 


-Cll 



9564 



Seq. 
Seq. 


No. 

ID 


62871 
LIB3051- 


-095- 


-Ql- 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


62872 
LIB3051 


-095- 


-Ql- 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


62873 
LIB3051 


-095- 


-Ql- 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


62874 
LIB3051 


-095- 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


62875 
LIB3051 


-095- 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


62876 
LIB3051 


-095- 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


62877 
LIB3051 


-095- 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


62878 
LIB3051 


-095- 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


62879 
LIB3051 


-095- 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


62880 
LIB3051 


-096 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


62881 
LIB3051 


-096- 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 
ID 


62882 
LIB3051 


-096 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 
ID 


62883 
LIB3051 


-096 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 
ID 


62884 
LIB3051 


-096 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


62885 
LIB3051 


-096 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


62886 
LIB3051 


-096 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


62887 
LIB3051 


-096 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 
ID 


62888 
LIB3051 


-096- 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


62889 
LIB3051 


-096- 


-Ql 


-Kl 


-Dll 



' 9565 




Seq. 
Seq. 


No. 

ID 


62890 
LIB3051 


-096- 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


62891 
LIB3051 


-096 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


62892 
LIB3051 


-096 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


62893 
LIB3051 


-096 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


62894 
LIB3051 


-096 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


62895 
LIB3051 


-096 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


62896 
LIB3051 


-096 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


62897 
LIB3051 


-096 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


62898 
LIB3051 


-096 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


62899 
LIB3051 


-096 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


62900 
LIB3051 


-096 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


62901 
LIB3051 


-097 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


62902 
LIB3051 


-097 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 
ID 


62903 
LIB3051 


-097 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


62904 
LIB3051 


-097 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


62905 
LIB3051 


-097 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


62906 
LIB3051 


-097 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


62907 
LIB3051 


-097 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


62908 
LIB3051 


-097 


-Ql 


-Kl 


-E2 



9566 



Seq. 
Seq. 


No. 

ID 


62909 
LIB3051 


-097 


-Ql 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


62910 
LIB3051 


-097 


-Ql 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


62911 
LIB3051 


-097- 


-Ql 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


62912 
LIB3051 


-097 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


62913 
LIB3051 


-097 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


62914 
LIB3051 


-097 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


62915 
LIB3051 


-097 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 
ID 


62916 
LIB3051 


-097 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 
ID 


62917 
LIB3051 


-098 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 
ID 


62918 
LIB3051 


-098 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 
ID 


62919 
LIB3051 


-098 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


62920 
LIB3051 


-098 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


62921 
LIB3051 


-098 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


62922 
LIB3051 


-098 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


62923 
LIB3051 


-098 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


62924 
LIB3051 


-098 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


62925 
LIB3051 


-098 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 
ID 


62926 
LIB3051 


-098 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


62927 
LIB3051 


-098 


-Ql 


-Kl 


-H7 



9567 



Seq. 
Seq. 


No. 

ID 


# 

62928 
LIB3051- 


■099- 


-Ql- 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


62929 
LIB3051 


-099- 


-Ql- 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


62930 
LIB3051 


-099- 


-Ql- 


-Kl 


-A6 
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-102 
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Kl 
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Seq. 
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-102 


-Ql- 
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-E10 
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-102 
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-103 
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Kl 
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63002 
LIB3051 


-103 
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-103 
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Kl 


-A9 



9571 



Seq. 
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O 

63004 
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103 
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-B12 


Seq. 
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63005 
LIB3051- 


103 


-Ql 
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Seq. 
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63006 
LIB3051- 


103 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 
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63007 
LIB3051- 


103 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


63008 
LIB3051- 


103 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 
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63009 
LIB3051- 


103 
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-D12 


Seq. 
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63010 
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103 
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103 
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-Kl 


-E12 
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63014 
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-Ql 
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103 


-Ql 
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Seq. 
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Seq. 
Seq. 


No. 

ID 
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-Ql 
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Seq. 
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Seq. 
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104- 


-Ql 


-Kl 


-Al 



9572 



Seq. 
Seq. 
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63023 
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-104 
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Seq. 
Seq. 
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ID 


63024 
LIB3051 


-104 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 
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ID 


63025 
LIB3051 


-104 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 
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ID 


63026 
LIB3051 


-104 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 
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LIB3051 


-104 


-Ql 


-Kl 


-B3 


Seq. 
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LIB3051 


-104 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 
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-104 


-Ql 


-Kl 
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Seq. 
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-104 


-Ql 


-Kl 


-C9 


Seq. 
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ID 


63031 
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-104 


-Ql 


-Kl 
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Seq. 
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ID 


63032 
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-104 


-Ql 


-Kl 


-E6 


Seq. 
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ID 
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-104 


-Ql 


-Kl 


-E7 


Seq. 
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ID 


63034 
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-104 


-Ql 
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Seq. 
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-104 
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Seq. 
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-104 
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Seq. 
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-104 
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Seq. 
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ID 
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-104 
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-G9 


Seq. 
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-Ql 


-Kl 
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-Kl- 
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-Ql- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 
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-Ql- 


-Kl- 


-D8 


Seq. 
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-112- 
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-Kl- 


-E12 


Seq. 
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-112- 
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Seq. 
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-112- 


-Ql- 
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-E7 
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-Ql- 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


63183 
LIB3051 


-112 


-Ql 


-Kl 


-F3 
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ID 


63400 
LIB3052 


-009 


-Ql 


-Nl 


-F7 


Seq. 
Seq. 


No. 

ID 


63401 
LIB3052 


-009 


-Ql 


-Nl 


-Gl 


Seq. 
Seq. 


No. 

ID 


63402 
LIB3052 


»009 


-Ql 


-Nl 


-G7 



9592 




Seq. 
Seq. 


No. 

ID 


63403 
LIB3052- 


-009- 


Ql- 


-Nl- 


-H10 


Seq. 
Seq. 


No. 

ID 


63404 
LIB3052- 


-009- 


■Ql- 


■Nl- 


-H4 


Seq. 
Seq. 


No. 

ID 


63405 
LIB3052- 


-011- 


-Ql- 


■Nl- 


-A7 


Seq. 
Seq. 


No. 

ID 


63406 
LIB3052- 


-011- 


-Ql- 


-Nl- 


-B10 


Seq. 
Seq. 


No. 
ID 


63407 
LIB3052- 


-011- 


-Ql- 


-Nl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


63408 
LIB3052- 


-011- 


-Ql- 


■Nl- 


-B2 


Seq. 
Seq. 


No. 

ID 


63409 
LIB3052- 


-011- 


-Ql- 


-Nl- 


-B5 


Seq. 
Seq. 


No. 

ID 


63410 
LIB3052- 


-011- 


-Ql- 


-Nl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


63411 
LIB3052- 


-011- 


-Ql- 


-Nl- 


-C12 


Seq. 
Seq. 


No. 

ID 


63412 
LIB3052- 


-011- 


-Ql- 


-Nl- 


-C3 


Seq. 
Seq. 


No. 
ID 


63413 
LIB3052- 


-011- 


-Ql- 


-Nl 


-C6 


Seq. 
Seq. 


No. 

ID 


63414 
LIB3052 


-011- 


-Ql- 


-Nl 


-D10 


Seq. 
Seq. 


No. 

ID 


63415 
LIB3052 


-011- 


-Ql 


-Nl 


-Dll 


Seq. 
Seq. 


No. 
ID 


63416 
LIB3052 


-011 


-Ql 


-Nl 


-D3 


Seq. 
Seq. 


No. 

ID 


63417 
LIB3052 


-011 


-Ql 


-Nl 


-D4 


Seq. 
Seq. 


No. 

ID 


63418 
LIB3052 


-011 


-Ql 


-Nl 


-Fl 


Seq. 
Seq. 


No. 

ID 


63419 
LIB3052 


-011 


-Ql 


-Nl 


-F2 


Seq. 
Seq. 


No. 

ID 


63420 
LIB3052 


-011 


-Ql 


-Nl 


-F5 


Seq. 
Seq. 


No. 

ID 


63421 
LIB3052 


-011 


-Ql 


-Nl 


-Gl 



9593 




Seq. 
Seq. 


No. 

ID 


63422 
LIB3052- 


-011- 


-Ql- 


-Nl- 


-G3 


Seq. 
Seq. 


No. 

ID 


63423 
LIB3052- 


-011- 


-Ql- 


-Nl- 


-G5 


Seq. 
Seq. 


No. 

ID 


63424 
LIB3052- 


-011- 


-Ql- 


-Nl- 


-H10 


Seq. 
Seq. 


No. 

ID 


63425 
LIB3052- 


-011- 


-Ql- 


-Nl- 


-Hll 


Seq. 
Seq. 


No. 
ID 


63426 
LIB3052- 


-011- 


-Ql- 


-Nl- 


-H4 


Seq. 
Seq. 


No. 
ID 


63427 
LIB3052- 


-011- 


-Ql- 


-Nl- 


-H9 


Seq. 
Seq. 


No. 

ID 


63428 
LIB3052- 


-012- 


-Ql- 


-Nl- 


-Al 


Seq. 
Seq. 


No. 

ID 


63429 
LIB3052 


-012- 


-Ql- 


-Nl- 


-A2 


Seq. 
Seq. 


No. 

ID 


63430 
LIB3052 


-012- 


-Ql- 


-Nl 


-A5 


Seq. 
Seq. 


No. 

ID 


63431 
LIB3052 


-012 


-Ql- 


-Nl 


-A6 


Seq. 
Seq. 


No. 
ID 


63432 
LIB3052 


-012 


-Ql- 


-Nl 


-A9 


Seq. 
Seq. 


No. 

ID 


63433 
LIB3052 


-012 


-Ql 


-Nl 


-B12 


Seq. 
Seq. 


No. 

ID 


63434 
LIB3052 


-012 


-Ql 


-Nl 


-C5 


Seq. 
Seq. 


No. 

ID 


63435 
LIB3052 


-012 


-Ql 


-Nl 


-C8 


Seq. 
Seq. 


No. 

ID 


63436 
LIB3052 


-012 


-Ql 


-Nl 


-D3 


Seq. 
Seq. 


No. 

ID 


63437 
LIB3052 


-012 


-Ql 


-Nl 


-D5 


Seq. 
Seq. 


No. 

ID 


63438 
LIB3052 


-012 


-Ql 


-Nl 


-E12 


Seq. 
Seq. 


No. 

ID 


63439 
LIB3052 


-012 


-Ql 


-Nl 


-E2 


Seq. 
Seq. 


No. 

ID 


63440 
LIB3052 


-012 


-Ql 


-Nl 


-E4 



9594 




Seq. 
Seq. 


No. 

ID 


63441 
LIB3052- 


-012- 


-Ql- 


-Nl- 


-E8 


Seq. 
Seq. 


No. 

ID 


63442 
LIB3052- 


-012- 


-Ql- 


-Nl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


63443 
LIB3052- 


-012- 


-Ql- 


-Nl- 


-F2 


Seq. 
Seq. 


No. 

ID 


63444 
LIB3052- 


-012- 


-Ql- 


-Nl- 


-F5 


Seq. 
Seq. 


No. 

ID 


63445 
LIB3052- 


-012- 


-Ql- 


-Nl- 


-F6 


Seq. 
Seq. 


No. 

ID 


63446 
LIB3052- 


-012- 


-Ql- 


-Nl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


63447 
LIB3052- 


-012- 


-Ql- 


-Nl- 


-G4 


Seq. 
Seq. 


No. 

ID 


63448 
LIB3052- 


-012- 


-01- 


-Nl- 


-H9 


Seq. 
Seq. 


No. 

ID 


63449 
LIB3052 


-013- 


-Ql- 


-Nl 


-All 


Seq. 
Seq. 


No. 

ID 


63450 
LIB3052 


-013- 


-Ql 


-Nl 


-A4 


Seq. 
Seq. 


No. 

ID 


63451 
LIB3052 


-013- 


-Ql 


-Nl 


-A7 


Seq. 
Seq. 


No. 

ID 


63452 
LIB3052 


-013- 


-Ql 


-Nl 


-B3 


Seq. 
Seq. 


No. 

ID 


63453 
LIB3052 


-013 


-Ql 


-Nl 


-B7 


Seq. 
Seq. 


No. 

ID 


63454 
LIB3052 


-013 


-Ql 


-Nl 


-C8 


Seq. 
Seq. 


No. 

ID 


63455 
LIB3052 


-013 


-Ql 


-Nl 


-E2 


Seq. 
Seq. 


No. 

ID 


63456 
LIB3052 


-013 


-Ql 


-Nl 


-E8 


Seq. 
Seq. 


No. 
ID 


63457 
LIB3052 


-013 


-Ql 


-Nl 


-Fl 


Seq. 
Seq. 


No. 

ID 


63458 
LIB3052 


-013 


-Ql 


-Nl 


-F2 


Seq. 
Seq. 


No. 

ID 


63459 
LIB3052 


-013 


-Ql 


-Nl 


-F6 



9595 



Seq. 
Seq. 


No. 
ID 


63460 
LIB3052- 


-013- 


■Ql- 


■Nl- 


-F7 


Seq. 
Seq. 


No. 

ID 


63461 
LIB3052- 


-013- 


-Ql- 


■Nl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


63462 
LIB3052- 


-013- 


-Ql- 


-Nl- 


-H7 


Seq. 
Seq. 


No. 

ID 


63463 
LIB3052- 


-014- 


■Ql- 


-Nl- 


-A3 


Seq. 
Seq. 


No. 
ID 


63464 
LIB3052- 


-014- 


"Ql- 


-Nl- 


-A8 


Seq. 
Seq. 


No. 

ID 


63465 
LIB3052- 


-014- 


-Ql- 


-Nl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


63466 
LIB3052- 


-014- 


-Ql- 


-Nl- 


-B3 


Seq. 
Seq. 


No. 

ID 


63467 
LIB3052- 


-014- 


-Ql- 


-Nl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


63468 
LIB3052- 


-014- 


-Ql- 


-Nl- 


-D2 


Seq. 
Seq. 


No. 

ID 


63469 
LIB3052- 


-014- 


-Ql- 


-Nl- 


-D3 


Seq. 
Seq. 


No. 

ID 


63470 
LIB3052 


-014- 


-Ql 


-Nl- 


-D7 


Seq. 
Seq. 


No. 
ID 


63471 
LIB3052 


-014- 


-Ql 


-Nl 


-Gil 


Seq. 
Seq. 


No. 

ID 


63472 
LIB3052 


-014 


-Ql 


-Nl 


-G3 


Seq. 
Seq. 


NO. 

ID 


63473 
LIB3052 


-014 


-Ql 


-Nl 


-G6 


Seq. 
Seq. 


No. 
ID 


63474 
LIB3052 


-014 


-Ql 


-Nl 


-H6 


Seq. 
Seq. 


No. 

ID 


63475 
LIB3052 


-014 


-Ql 


-Nl 


-H7 


Seq. 
Seq. 


No. 

ID 


63476 
LIB3052 


-015 


-Ql 


-Nl 


-All 


Seq. 
Seq. 


No. 

ID 


63477 
LIB3052 


-015 


-Ql 


-Nl 


-C10 


Seq. 
Seq. 


No. 
ID 


63478 
LIB3052 


-015 


-Ql 


-Nl 


-El 



9596 




Seq. 
Seq. 


No. 
ID 


63479 
LIB3052- 


-015- 


■Ql- 


■Nl- 


-E3 


Seq. 
Seq. 


No. 

ID 


63480 
LIB3052- 


-015- 


■Ql- 


-Nl- 


-E7 


Seq. 
Seq. 


No. 

ID 


63481 
LIB3052- 


-015- 


-Ql- 


-Nl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


63482 
LIB3052- 


-015- 


-Ql- 


■Nl- 


-F7 


Seq. 
Seq. 


No. 

ID 


63483 
LIB3052- 


-015- 


-Ql- 


■Nl- 


-G12 


Seq. 
Seq. 


No. 

ID 


63484 
LIB3052- 


-015- 


-Ql- 


-Nl- 


-G2 


Seq. 
Seq. 


No. 
ID 


63485 
LIB3052- 


-016- 


-Ql- 


-Nl- 


-A3 


Seq. 
Seq. 


No. 

ID 


63486 
LIB3052- 


-016- 


-Ql- 


-Nl- 


-A4 


Seq. 
Seq. 


No. 

ID 


63487 
LIB3052- 


-016- 


-Ql- 


-Nl- 


-B4 


Seq. 
Seq. 


No. 

ID 


63488 
LIB3052- 


-016- 


-Ql- 


-Nl- 


-B6 


Seq. 
Seq. 


No. 

ID 


63489 
LIB3052 


-016- 


-Ql- 


-Nl 


-C10 


Seq. 
Seq. 


No. 

ID 


63490 
LIB3052 


-016- 


-Ql- 


-Nl 


-D12 


Seq. 
Seq. 


No. 

ID 


63491 
LIB3052 


-016- 


-Ql- 


-Nl 


-D3 


Seq. 
Seq. 


No. 

ID 


63492 
LIB3052 


-016- 


-Ql- 


-Nl 


-D4 


Seq. 
Seq. 


No. 
ID 


63493 
LIB3052 


-016- 


-Ql- 


-Nl 


-D6 


Seq. 
Seq. 


No. 

ID 


63494 
LIB3052 


-016- 


-Ql- 


-Nl 


-D8 


Seq. 
Seq. 


No. 
ID 


63495 
LIB3052 


-016 


-Ql- 


-Nl 


-E12 


Seq. 
Seq. 


No. 
ID 


63496 
LIB3052 


-016 


-Ql 


-Nl 


-E8 


Seq. 
Seq. 


No. 

ID 


63497 
LIB3052 


-016 


-Ql 


-Nl 


-F4 



9597 




Seq. 
Seq. 


No. 

ID 


63498 
LIB3052- 


-016- 


-Ql- 


-Nl- 


-F9 


Seq. 
Seq. 


No. 

ID 


63499 
LIB3052- 


-016- 


-Ql- 


-Nl- 


-G3 


Seq. 
Seq. 


No. 
ID 


63500 . 
LIB3052- 


-016- 


-Ql- 


-Nl- 


-HI 


Seq. 
Seq. 


No. 

ID 


63501 
LIB3052- 


-016- 


-Ql- 


-Nl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


63502 
LIB3052- 


-016- 


-Ql- 


-Nl- 


-H12 


Seq. 
Seq. 


No. 

ID 


63503 
LIB3052- 


-017- 


-Ql- 


-Nl- 


-A3 


Seq. 
Seq. 


No. 

ID 


63504 
LIB3052- 


-017- 


-Ql- 


-Nl- 


-A4 


Seq. 
Seq. 


No. 

ID 


63505 
LIB3052- 


-017- 


-Ql- 


-Nl- 


-A6 


Seq. 
Seq. 


No. 

ID 


63506 
LIB3052- 


-017- 


-Ql- 


-Nl- 


-B8 


Seq. 
Seq. 


No. 

ID 


63507 
LIB3052- 


-017- 


-Ql- 


-Nl 


-C4 


Seq. 
Seq. 


No. 

ID 


63508 
LIB3052 


-017 


-Ql- 


-Nl 


-C7 


Seq. 
Seq. 


No. 

ID 


63509 
LIB3052 


-017 


-Ql- 


-Nl 


-D3 


Seq. 
Seq. 


No. 

ID 


63510 
LIB3052 


-017 


-Ql 


-Nl 


-D8 


Seq. 
Seq. 


No. 
ID 


63511 
LIB3052 


-017 


-Ql 


-Nl 


-D9 


Seq. 
Seq. 


No. 

ID 


63512 
LIB3052 


-017 


-Ql 


-Nl 


-E4 


Seq. 
Seq. 


No. 

ID 


63513 
LIB3052 


-017 


-Ql 


-Nl 


-E8 


Seq. 
Seq. 


No. 
ID 


63514 
LIB3052 


-017 


-Ql 


-Nl 


-E9 


Seq. 
Seq. 


No. 
ID 


63515 
LIB3052 


-017 


-Ql 


-Nl 


-H10 


Seq. 
Seq. 


No. 

ID 


63516 
LIB3053 


-001 


-Ql 


-Bl 


-A10 



9598 




Seq. 
Seq. 


No. 
ID 


63517 
LIB3053- 


-001- 


-Ql- 


-Bl- 


-B10 


Seq. 
Seq. 


No. 
ID 


63518 
LIB3053- 


-001- 


-Ql- 


-Bl- 


-B4 


Seq. 
Seq. 


No. 

ID 


63519 
LIB3053- 


-001- 


-Ql- 


-Bl- 


-B9 


Seq. 
Seq. 


No. 

ID 


63520 
LIB3053- 


-001- 


-Ql- 


-Bl- 


-C10 


Seq. 
Seq. 


No. 

ID 


63521 
LIB3053- 


-001- 


-Ql- 


-Bl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


63522 
LIB3053- 


-001- 


-Ql- 


-Bl- 


-C2 


Seq. 
Seq. 


No. 

ID 


63523 
LIB3053- 


-001- 


-Ql- 


-Bl- 


-C8 


Seq. 
Seq. 


No. 

ID 


63524 
LIB3053- 


-001- 


-Ql- 


-Bl- 


-C9 


Seq. 
Seq. 


No. 

ID 


63525 
LIB3053- 


-001- 


-Ql- 


-Bl- 


-D2 


Seq. 
Seq. 


No. 

ID 


63526 
LIB3053- 


-001- 


-Ql- 


-Bl- 


-D8 


Seq. 
Seq. 


No. 
ID 


63527 
LIB3053- 


-001- 


-Ql- 


-Bl' 


-Ell 


Seq. 
Seq. 


No. 
ID 


63528 
LIB3053- 


-001- 


-Ql- 


-Bl 


-G10 


Seq. 
Seq. 


No. 
ID 


63529 
LIB3053- 


-001- 


-QL 


-Bl 


-G3 


Seq. 
Seq. 


No. 

ID 


63530 
LIB3053- 


-001- 


-Ql' 


-Bl 


-G4 


Seq. 
Seq. 


No. 
ID 


63531 
LIB3053- 


-001- 


-Ql' 


-Bl 


-G9 


Seq. 
Seq. 


No. 
ID 


63532 
LIB3053' 


-001- 


-Ql. 


-Bl 


-H7 


Seq. 
Seq. 


No. 

ID 


63533 
LIB3053' 


-002' 


-Ql 


-Bl 


-Al 


Seq. 
Seq. 


No. 

ID 


63534 
LIB3053 


-002- 


-Ql 


-Bl 


-A10 


Seq. 
Seq. 


No. 
ID 


63535 
LIB3053 


-002 


-Ql 


-Bl 


-A12 



9599 




Seq. 
Seq. 


No. 

ID 


63536 
LIB3053- 


002- 


Ql- 


Bl- 


■A2 


Seq. 
Seq. 


No. 
ID 


63537 
LIB3053- 


002- 


Ql- 


Bl- 


•A4 


Seq. 
Seq. 


No. 

ID 


63538 
LIB3053- 


002- 


-Ql- 


Bl- 


-B2 


Seq. 
Seq. 


No. 

ID 


63539 
LIB3053- 


■002- 


-Ql- 


•Bl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


63540 
LIB3053- 


-002- 


-Ql- 


-Bl- 


-C2 


Seq. 
Seq. 


No. 

ID 


63541 
LIB3053- 


-002- 


-Ql- 


-Bl- 


-C8 


Seq. 
Seq. 


No. 

ID 


63542 
LIB3053- 


-002- 


-Ql- 


-Bl- 


-C9 


Seq. 
Seq. 


No. 

ID 


63543 
LIB3053- 


-002- 


-Ql- 


-Bl- 


-D9 


Seq. 
Seq. 


No. 

ID 


63544 
LIB3053- 


-002- 


-Ql- 


-Bl- 


-E8 


Seq. 
Seq. 


No. 

ID 


63545 
LIB3053- 


-002- 


-Ql- 


-Bl- 


-F10 


Seq. 
Seq. 


No. 
ID 


63546 
LIB3053- 


-002- 


-Ql- 


-Bl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


63547 
LIB3053- 


-002- 


-Ql- 


-Bl 


-F4 


Seq. 
Seq. 


No. 
ID 


63548 
LIB3053- 


-002 


-Ql- 


-Bl 


-G10 


Seq. 
Seq. 


No. 

ID 


63549 
LIB3053 


-002 


-Ql- 


-Bl 


-Gil 


Seq. 
Seq. 


No. 

ID 


63550 
LIB3053 


-002 


-Ql 


-Bl 


-G7 


Seq. 
Seq. 


No. 
ID 


63551 
LIB3053 


-002 


-Ql 


-Bl 


-H2 


Seq. 
Seq. 


No. 
ID 


63552 
LIB3053 


-002 


-Ql 


-Bl 


-H5 


Seq. 
Seq. 


No. 

ID 


63553 
LIB3053 


-002 


-Ql 


-Bl 


-H7 


Seq. 
Seq. 


No. 

ID 


63554 
LIB3053 


-002 


-Ql 


-Bl 


-H8 



9600 



II 



Seq. 
Seq. 


No. 
ID 


63555 
LIB3053 


-003 


-Ql 


-Nl 


-A10 


Seq. 
Seq. 


No. 

ID 


63556 
LIB3053 


-003 


-Ql 


-Nl 


-All 


Seq. 
Seq. 


No. 

ID 


63557 
LIB3053 


-003 


-Ql 


-Nl 


-A2 


Seq. 
Seq. 


No. 

ID 


63558 
LIB3053 


-003 


-Ql 


-Nl 


-B3 


Seq. 
Seq. 


No. 

ID 


63559 
LIB3053- 


-003 


-Ql 


-Nl 


-C2 


Seq. 
Seq. 


No. 

ID 


63560 
LIB3053- 


-003 


-Ql 


-Nl 


-C8 


Seq. 
Seq. 


No. 

ID 


63561 
LIB3053- 


-003- 


-Ql 


-Nl 


-C9 


Seq. 
Seq. 


No. 

ID 


63562 
LIB3053- 


-003- 


-Ql- 


-Nl 


-D6 


Seq. 
Seq. 


No. 

ID 


63563 
LIB3053- 


-003- 


-Ql- 


-Nl- 


-E12 


Seq. 
Seq. 


No. 
ID 


63564 
LIB3053- 


-003- 


-Ql- 


-Nl- 


-E3 


Seq. 
Seq. 


No. 

ID 


63565 
LIB3053- 


-003- 


-Ql- 


-Nl- 


-E4 


Seq. 
Seq. 


No. 

ID 


63566 
LIB3053- 


-003- 


-Ql- 


-Nl- 


-E6 


Seq. 
Seq. 


No. 
ID 


63567 
LIB3053- 


-003- 


-Ql- 


-Nl- 


-F6 


Seq. 
Seq. 


No. 

ID 


63568 
LIB3053- 


-003- 


-Ql- 


-Nl- 


-F9 


Seq. 
Seq. 


No. 

ID 


63569 
LIB3053- 


-003- 


-Ql- 


-Nl- 


-G10 


Seq. 
Seq. 


No. 

ID 


63570 
LIB3053- 


•003- 


-Ql- 


-Nl- 


-G12 


Seq. 
Seq. 


No. 

ID 


63571 
LIB3053- 


■003- 


-Ql- 


-Nl- 


-H12 


Seq. 
Seq. 


No. 

ID 


63572 
LIB3053- 


■003- 


■Ql- 


■Nl- 


-H9 


Seq. 
Seq. 


No. 
ID 


63573 
LIB3053- 


004- 


Ql- 


■Nl- 


-Bl 



9601 



Seq. 
Seq. 


No. 

ID 


63574 
LIB3053 


-004 


-Ql 


-Nl 


-Bll 


Seq. 
Seq. 


No. 

ID 
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-Ql- 


-Nl- 


-G6 


Seq. 
Seq. 


No. 

ID 


64101 
LIB3056- 


-010- 


-Ql- 


"Nl- 


-G7 


Seq. 
Seq. 


No. 

ID 


64102 
LIB3056- 


-010- 


-Ql- 


-Nl- 


-G8 


Seq. 
Seq. 


No. 

ID 


64103 
LIB3056- 


-010- 


-Ql- 


-Nl- 


-HI 


Seq. 
Seq. 


No. 

ID 


64104 
LIB3056- 


-010- 


-Ql- 


-Nl- 


-H10 


Seq. 
Seq. 


No. 

ID 


64105 
LIB3056- 


-010- 


-Ql- 


-Nl- 


-H3 



9629 




Seq. 
Seq. 


No. 

ID 


64106 
LIB3056 


-010 


-Ql 


-Nl 


-H4 


Seq. 
Seq. 


No. 
ID 


64107 
LIB3056- 


-010 


-Ql 


-Nl 


-H5 


Seq. 
Seq. 


No. 
ID 


64108 
LIB3056- 


-010 


-Ql 


-Nl 


-H9 


Seq. 
Seq. 


No. 

ID 


64109 
LIB3056- 


-011 


-Ql 


-Nl 


-A12 


Seq. 
Seq. 


No. 
ID 


64110 
LIB3056- 


-011 


-Ql 


-Nl 


-B10 


Seq. 
Seq. 


No. 

ID 


64111 
LIB3056- 


-011 


-Ql 


-Nl 


-B3 


Seq. 
Seq. 


No. 

ID 


64112 
LIB3056- 


-011 


-Ql 


-Nl 


-B4 


Seq. 
Seq. 


No. 
ID 


64113 
LIB3056- 


-011- 


-Ql 


-Nl 


-Cll 


Seq. 
Seq. 


No. 

ID 


64114 
LIB3056- 


-011- 


-Ql 


-Nl 


-CI 


Seq. 
Seq. 


No. 

ID 


64115 
LIB3056- 


-011- 


-Ql- 


-Nl 


-C8 


Seq. 
Seq. 


No. 

ID 


64116 
LIB3056- 


-011- 


-Ql- 


-Nl 


-D3 


Seq. 
Seq. 


No. 

ID 


64117 
LIB3056- 


-011- 


-Ql- 


-Nl- 


-D6 


Seq. 
Seq. 


No. 

ID 


64118 
LIB3056- 


-011- 


-Ql- 


-Nl- 


-E6 


Seq. 
Seq. 


No. 

ID 


64119 
LIB3056- 


■011- 


-Ql- 


-Nl- 


-E9 


Seq. 
Seq. 


No. 

ID 


64120 
LIB3056- 


-011- 


-Ql- 


-Nl- 


-H10 


Seq. 
Seq. 


No. 

ID 


64121 
LIB3056- 


-011- 


-Ql- 


-Nl- 


-H9 


Seq. 
Seq. 


No. 
ID 


64122 
LIB3056- 


■012- 


-Ql- 


-Nl- 


-A10 


Seq. 
Seq. 


No. 
ID 


64123 
LIB3056- 


•012- 


-Ql- 


-Nl- 


-A4 


Seq. 
Seq. 


No. 

ID 


64124 
LIB3056- 


012- 


-Ql- 


■Nl- 


-B8 



9630 



Seq. 
Seq. 


No. 
ID 


64125 
LIB3056- 


-012 


-Ql 


-Nl 


-Cll 


Seq. 
Seq. 


No. 
ID 


64126 
LIB3056- 


-012 


-Ql 


-Nl 


-C5 


Seq. 
Seq. 


No. 

ID 


64127 
LIB3056- 


-012 


-Ql 


-Nl 


-D10 


Seq. 
Seq. 


No. 

ID 


64128 
LIB3056- 


-012 


-Ql 


-Nl 


-D6 


Seq. 
Seq. 


No. 

ID 


64129 
LIB3056- 


-012 


-Ql 


-Nl 


-D9 


Seq. 
Seq. 


No. 
ID 


64130 
LIB3056- 


•012 


-Ql 


-Nl 


-E5 


Seq. 
Seq. 


No. 
ID 


64131 
LIB3056- 


-012 


-Ql 


-Nl 


-E7 


Seq. 
Seq. 


No. 

ID 


64132 
LIB3056- 


■012 


-Ql 


-Nl 


-F10 


Seq. 
Seq. 


No. 

ID 


64133 
LIB3056- 


■012 


-Ql 


-Nl 


-F2 


Seq. 
Seq. 


No. 

ID 


64134 
LIB3056- 


■012 


-Ql 


-Nl 


-F4 


Seq. 
Seq. 


No. 

ID 


64135 
LIB3056- 


012 


-Ql 


-Nl 


-F8 


Seq. 
Seq. 


No. 

ID 


64136 
LIB3056- 


012- 


-Ql 


-Nl 


-G2 


Seq. 
Seq. 


No. 

ID 


64137 
LIB3056- 


012- 


-Ql 


-Nl- 


-G3 


Seq. 
Seq. 


No. 

ID 


64138 
LIB3056- 


012- 


-Ql- 


-Nl- 


-G8 


Seq. 
Seq. 


No. 

ID 


64139 
LIB3056- 


012- 


-Q1- 


-Nl- 


-Hll 


Seq. 
Seq. 


No. 
ID 


64140 
LIB3056- 


012- 


-Ql- 


-Nl- 


-H12 


Seq. 
Seq. 


No. 

ID 


64141 
LIB3056- 


013- 


-Ql- 


-Nl- 


-A5 


Seq. 
Seq. 


No. 

ID 


64142 
LIB3056- 


013- 


-Ql- 


-Nl- 


-A9 


Seq. 
Seq. 


No. 
ID 


64143 
LIB3056- 


013- 


-Ql- 


-Nl- 


-B8 



9631 



Seq. 
Seq. 


No. 

ID 


# 

64144 
LIB3056- 


-013 


-Ql 


-Nl 


-Cl 


Seq. 
Seq. 


No. 

ID 


64145 
LIB3056- 


-013 


-Ql 


-Nl 


-C10 


Seq. 
Seq. 


No. 
ID 


64146 
LIB3056- 


-013 


-Ql 


-Nl 


-C4 


Seq. 
Seq. 


No. 

ID 


64147 
LIB3056- 


-013 


-Ql 


-Nl 


-D3 


Seq. 
Seq. 


No. 

ID 


64148 
LIB3056- 


-013 


-Ql 


-Nl 


-El 


Seq. 
Seq. 


No. 

ID 


64149 
LIB3056- 


■013 


-Ql 


-Nl 


-Fll 


Seq. 
Seq. 


No. 

ID 


64150 
LIB3056- 


-013 


-Ql 


-Nl 


-F12 


Seq. 
Seq. 


No. 

ID 


64151 
LIB3056- 


013- 


-Ql 


-Nl 


-F5 


Seq. 
Seq. 


No. 

ID 


64152 
LIB3056- 


013- 


-Ql 


-Nl 


-F7 


Seq. 
Seq. 


No. 
ID 


64153 
LIB3056- 


013- 


-Ql 


-Nl 


-HI 


Seq. 
Seq. 


No. 

ID 


64154 
LIB3056- 


013- 


-Ql 


-Nl 


-H10 


Seq. 
Seq. 


No. 
ID 


64155 
LIB3056- 


013- 


-Ql 


-Nl 


-H8 


Seq. 
Seq. 


No. 

ID 


64156 
LIB3056- 


014- 


-Ql 


-Nl 


-A3 


Seq. 
Seq. 


No. 

ID 


64157 
LIB3056- 


014- 


-Ql 


-Nl 


-B12 


Seq. 
Seq. 


No. 

ID 


64158 
LIB3056- 


014- 


-Ql- 


-Nl- 


-D10 


Seq. 
Seq. 


No. 

ID 


64159 
LIB3056- 


014- 


-Ql- 


-Nl- 


-E8 


Seq. 
Seq. 


No. 

ID 


64160 
LIB3056- 


014- 


-Ql- 


-Nl- 


-G4 


Seq. 
Seq. 


No. 
ID 


64161 
LIB3056- 


014- 


-Ql- 


-Nl- 


-Hll 


Seq, 
Seq. 


No. 

ID 


64162 
LIB3065- 


001- 


-Ql- 


-Nl- 


-B4 



9632 



Seq. 
Seq. 


No. 

ID 


64163 
LIB3065 


-001 


-Ql 


-Nl 


-B7 


Seq. 
Seq. 


No. 

ID 


64164 
LIB3065 


-001 


-Ql 


-Nl 


-C2 


Seq. 
Seq. 


No. 

ID 


64165 
LIB3065 


-001 


-Ql 


-Nl 


-C3 


Seq. 
Seq. 


No. 

ID 


64166 
LIB3065 


-001 


-Ql 


-Nl 


-C7 


Seq. 
Seq. 


No. 

ID 


64167 
LIB3065 


-001 


-Ql 


-Nl 


-D3 


Seq. 
Seq. 


No. 

ID 


64168 
LIB3065 


-001 


-Ql 


-Nl 


-D8 


Seq. 
Seq. 


No. 
ID 


64169 
LIB3065 


-001- 


-Ql 


-Nl 


-El 


Seq. 
Seq. 


No. 
ID 


64170 
LIB3065- 


-001- 


-Ql 


-Nl 


-E12 


Seq. 
Seq. 


No. 

ID 


64171 
LIB3065- 


-001- 


-Ql- 


-Nl 


-Fll 


Seq. 
Seq. 


No. 
ID 


64172 
LIB3065- 


-001- 


-Ql- 


-Nl- 


-F12 


Seq. 
Seq. 


No. 
ID 


64173 
LIB3065- 


-001- 


-Ql- 


-Nl- 


-F4 


Seq. 
Seq. 


No. 

ID 


64174 
LIB3065- 


-001- 


-Ql- 


-Nl- 


-G10 


Seq. 
Seq. 


No. 

ID 


64175 
LIB3065- 


-001- 


-Ql- 


-Nl- 


-G8 


Seq. 
Seq. 


No. 

ID 


64176 
LIB3065- 


-001- 


-Ql- 


-Nl- 


-G9 


Seq. 
Seq. 


No. 

ID 


64177 
LIB3065- 


-001- 


-Ql- 


-Nl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


64178 
LIB3065- 


-001- 


"Ql- 


-Nl- 


-H4 


Seq. 
Seq. 


No. 

ID 


64179 
LIB3065- 


-001- 


-Ql- 


-Nl- 


-H7 


Seq. 
Seq. 


No. 

ID 


64180 
LIB3065- 


-002- 


-Ql- 


-Nl- 


-A2 


Seq. 
Seq. 


No. 
ID 


64181 
LIB3065- 


-002- 


•Ql- 


■Nl- 


-A3 



9633 



© 



Seq. 
Seq. 


No. 

ID 


64182 
LIB3065 


-002 


-Ql 


-Nl 


-A4 


Seq. 
Seq. 


No. 

ID 


64183 
LIB3065 


-002 


-Ql 


-Nl 


-B10 


Seq. 
Seq. 


No. 

ID 


64184 
LIB3065 


-002 


-Ql 


-Nl 


-B2 


Seq. 
Seq. 


No. 

ID 


64185 
LIB3065 


-002 


-Ql 


-Nl 


-B8 


Seq. 
Seq. 


No. 

ID 


64186 
LIB3065 


-002 


-Ql 


-Nl 


-B9 


Seq. 
Seq. 


No. 
ID 


64187 
LIB3065 


-002 


-Ql 


-Nl 


-Cll 


Seq. 
Seq. 


No. 
ID 


64188 
LIB3065 


-002 


-Ql 


-Nl 


-C9 


Seq. 
Seq. 


No. 
ID 


64189 
LIB3065 


-002 


-Ql 


-Nl 


-D2 


Seq. 
Seq. 


No. 

ID 


64190 
LIB3065 


-002 


-Ql 


-Nl 


-D3 


Seq. 
Seq. 


No. 

ID 


64191 
LIB3065 


-002 


-Ql 


-Nl 


-El 


Seq. 
Seq. 


No. 

ID 


64192 
LIB3065 


-002 


-Ql 


-Nl 


-E5 


Seq. 
Seq. 


No. 

ID 


64193 
LIB3065 


-002 


-Ql- 


-Nl 


-G7 


Seq. 
Seq. 


No. 

ID 


64194 
LIB3065 


-002 


-Ql- 


-Nl 


-HI 


Seq. 
Seq. 


No. 

ID 


64195 
LIB3065 


-002- 


-Ql- 


-Nl 


-H3 


Seq. 
Seq. 


No. 
ID 


64196 
LIB3065 


-003- 


-Ql- 


-Nl- 


-B12 


Seq. 
Seq. 


No. 

ID 


64197 
LIB3065- 


-003- 


-Ql- 


-Nl- 


-B8 


Seq. 
Seq. 


No. 

ID 


64198 
LIB3065- 


-003- 


-Ql- 


-Nl- 


-C2 


Seq. 
Seq. 


No. 

ID 


64199 
LIB3065- 


-003- 


-Ql- 


-Nl- 


-CI 


Seq. 
Seq. 


No. 

ID 


64200 
LIB3065- 


-003- 


-Ql" 


-Nl- 


-C8 



9634 



# 



Seq. 
Seq. 


No. 

ID 


64201 
LIB3065 


-003 


-Ql 


-Nl 


-D10 


Seq. 
Seq. 


No. 

ID 


64202 
LIB3065 


-003 


-Ql 


-Nl 


-D6 


Seq. 
Seq. 


No. 
ID 


64203 
LIB3065 


-003 


-Ql 


-Nl 


-E10 


Seq. 
Seq. 


No. 
ID 


64204 
LIB3065 


-003 


-Ql 


-Nl 


-E2 


Seq. 
Seq. 


No. 

ID 


64205 
LIB3065 


-003 


-Ql 


-Nl 


-E5 


Seq. 
Seq. 


No. 

ID 


64206 
LIB3065 


-003 


-Ql 


-Nl 


-E6 


Seq. 
Seq. 


No. 

ID 


' 64207 
LIB3065 


-003 


-Ql* 


-Nl 


-F10 


Seq. 
Seq. 


No. 
ID 


64208 
LIB3065 


-003- 


-Ql- 


-Nl 


-F12 


Seq. 
Seq. 


No. 
ID 


64209 
LIB3065 


-003- 


-Ql- 


-Nl 


-F3 


Seq. 
Seq. 


No. 

ID 


64210 
LIB3065 


-003- 


-Ql- 


-Nl 


-G2 


Seq. 
Seq. 


No. 

ID 


64211 
LIB3065 


-003- 


-Ql- 


-Nl 


-G3 


Seq. 
Seq. 


No. 

ID 


64212 
LIB3065- 


-003- 


-Ql- 


-Nl 


-H12 


Seq. 
Seq. 


No. 

ID 


64213 
LIB3065- 


-003- 


-Ql- 


-Nl- 


-H5 


Seq. 
Seq. 


No. 

ID 


64214 
LIB3065- 


-004- 


-Ql- 


-Nl- 


-A10 


Seq. 
Seq. 


No. 
ID 


64215 
LIB3065- 


-004- 


-Ql- 


-Nl- 


-A2 


Seq. 
Seq. 


No. 

ID 


64216 
LIB3065- 


-004- 


-Ql- 


-Nl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


64217 
LIB3065- 


-004- 


-Ql- 


-Nl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


64218 
LIB3065- 


-004- 


-Ql- 


-Nl- 


-E3 


Seq. 
Seq. 


No. 

ID 


64219 
LIB3065- 


-004- 


-Ql- 


-Nl- 


-E5 



9635 




Seq. 
Seq. 


No. 

ID 


64220 
LIB3065 


-004 


-Ql 


-Nl 


-F10 


Seq. 
Seq. 


No. 
ID 


64221 
LIB3065 


-004 


-Ql 


-Nl 


-F5 


Seq. 
Seq. 


No. 

ID 


64222 
LIB3065 


-004 


-Ql 


-Nl 


-F7 


Seq. 
Seq. 


No. 
ID 


64223 
LIB3065 


-005 


-Ql 


-Nl 


-Al 


Seq. 
Seq. 


No. 

ID 


64224 
LIB3065 


-005 


-Ql 


-Nl 


-B6 


Seq. 
Seq. 


No. 

ID 


64225 
LIB3065 


-005 


-Ql 


-Nl 


-Dll 


Seq. 
Seq. 


No. 

ID 


64226 
LIB3065 


-005 


-Ql 


-Nl 


-D7 


Seq. 
Seq. 


No. 

ID 


64227 
LIB3065 


-005 


-Ql 


-Nl 


-El 


Seq. 
Seq. 


No. 

ID 


64228 
LIB3065 


-005 


-Ql 


-Nl 


-E12 


Seq. 
Seq. 


No. 

ID 


64229 
LIB3065 


-005 


-Ql 


-Nl 


-F12 


Seq. 
Seq. 


No. 

ID 


64230 
LIB3065 


-005 


-Ql- 


-Nl 


-F4 


Seq. 
Seq. 


No. 

ID 


64231 
LIB3065 


-005 


-Ql- 


-Nl 


-F7 


Seq. 
Seq. 


No. 

ID 


64232 
LIB3065 


-005 


-Ql- 


-Nl 


-F9 


Seq. 
Seq. 


No. 

ID 


64233 
LIB3065 


-005 


-Ql- 


-Nl 


-Gil 


Seq. 
Seq. 


No. 

ID 


64234 
LIB3065- 


-005- 


-Ql- 


-Nl- 


-HI 


Seq. 
Seq. 


No. 

ID 


64235 
LIB3065- 


-006- 


-Ql- 


-Nl- 


-Al 


Seq. 
Seq. 


No. 

ID 


64236 
LIB3065- 


-006- 


-Ql- 


-Nl- 


-A5 


Seq. 
Seq. 


No. 

ID 


64237 
LIB3065- 


-006- 


-Ql- 


-Nl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


64238 
LIB3065- 


-006- 


-Ql- 


-Nl- 


-Bll 



9636 




Seq. 
Seq. 


No. 

ID 


64239 
LIB3065 


-006 


-Ql 


-Nl 


-C10 


Seq. 
Seq. 


No. 
ID 


64240 
LIB3065 


-006 


-Ql 


-Nl 


-Cll 


Seq. 
Seq. 


No. 

ID 


64241 
LIB3065 


-006 


-Ql 


-Nl 


-E10 


Seq. 
Seq. 


No. 

ID 


64242 
LIB3065 


-006 


-Ql 


-Nl 


-E3 


Seq. 
Seq. 


No. 
ID 


64243 
LIB3065 


-006 


-Ql 


-Nl 


-E6 


Seq. 
Seq. 


No. 
ID 


64244 
LIB3065 


-006 


-Ql 


-Nl 


-F2 


Seq. 
Seq. 


No. 

ID 


64245 
LIB3065 


-006- 


-Ql 


-Nl 


-G6 


Seq. 
Seq. 


No. 

ID 


64246 
LIB3065 


-006- 


-Ql 


-Nl 


-HI 


Seq. 
Seq. 


No. 

ID 


64247 
LIB3065 


-006- 


-Ql 


-Nl 


-H6 


Seq. 
Seq. 


No. 

ID 


64248 
LIB3065 


-006- 


-Ql 


-Nl 


-H7 


Seq. 
Seq. 


No. 

ID 


64249 
LIB3065 


-006- 


-Ql 


-Nl 


-H9 


Seq. 
Seq. 


No. 

ID 


64250 
LIB3065 


-007* 


-Ql- 


-Nl 


-A3 


Seq. 
Seq. 


No. 

ID 


64251 
LIB3065 


-007- 


-Ql- 


-Nl* 


-Bl 


Seq. 
Seq. 


No. 
ID 


64252 
LIB3065 


-007- 


-Ql- 


-Nl- 


-B12 


Seq. 
Seq. 


No. 

ID 


64253 
LIB3065- 


-007- 


-Ql- 


-Nl- 


-D7 


Seq. 
Seq. 


No. 

ID 


64254 
LIB3065- 


-007- 


-Ql- 


-Nl- 


-D8 


Seq. 
Seq. 


No. 
ID 


64255 
LIB3065- 


-007- 


-Ql- 


-Nl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


64256 
LIB3065- 


-007- 


-Ql- 


-Nl- 


-H5 


Seq. 
Seq. 


No. 
ID 


64257 
LIB3065- 


-008- 


-Ql- 


-Nl- 


-All 



9637 




Seq. 
Seq. 


No. 
ID 


64258 
LIB3065 


-008 


-Ql 


-Nl 


-A12 


Seq. 
Seq. 


No. 

ID 


64259 
LIB3065 


-008 


-Ql 


-Nl 


-C5 


Seq. 
Seq. 


No. 

ID 


64260 
LIB3065 


-008 


-Ql 


-Nl 


-D6 


Seq. 
Seq. 


No. 

ID 


64261 
LIB3065 


-008 


-Ql 


-Nl 


-Ell 


Seq. 
Seq. 


No. 
ID 


64262 
LIB3065 


-008 


-Ql 


-Nl 


-F4 


Seq. 
Seq. 


No. 

ID 


64263 
LIB3065 


-008 


-Ql 


-Nl 


-G5 


Seq. 
Seq. 


No. 

ID 


64264 
LIB3065 


-008 


-Ql 


-Nl 


-H10 


Seq. 
Seq. 


No. 

ID 


64265 
LIB3065 


-008 


-Ql 


-Nl 


-Hll 


Seq. 
Seq. 


No. 
ID 


64266 
LIB3065 


-008 


-Ql 


-Nl 


-H3 


Seq. 
Seq. 


No. 

ID 


64267 
LIB3065 


-008 


-Ql- 


-Nl 


-H6 


Seq. 
Seq. 


No. 

ID 


64268 
LIB3065 


-009 


-Ql- 


-Nl 


-B12 


Seq. 
Seq. 


No. 

ID 


64269 
LIB3065- 


-009- 


-Ql- 


-Nl- 


-C12 


Seq. 
Seq. 


No. 

ID 


64270 
LIB3065- 


-009- 


-Ql- 


-Nl- 


-D8 


Seq. 
Seq. 


No. 

ID 


64271 
LIB3065- 


-009- 


-Ql- 


-Nl- 


-E6 


Seq. 
Seq. 


No. 

ID 


64272 
LIB3065- 


-009- 


-Ql- 


-Nl- 


-E9 


Seq. 
Seq. 


No. 

ID 


64273 
LIB3065- 


-009- 


-Ql- 


-Nl- 


-F12 


Seq. 
Seq. 


No. 

ID 


64274 
LIB3065- 


-009- 


-Ql- 


-Nl- 


-F5 


Seq. 
Seq. 


No. 

ID 


64275 
LIB3065- 


-009- 


-Ql- 


■Nl- 


-F9 


Seq. 
Seq. 


No. 

ID 


64276 
LIB3065- 


-009- 


-Ql- 


-Nl- 


-HI 



9638 



o 



Seq. 
Seq. 


No. 

ID 


64277 
LIB3065 


-009 


-Ql 


-Nl 


-H12 


Seq. 
Seq. 


No. 

ID 


64278 
LIB3065 


-010 


-Ql 


-Nl 


-A7 


Seq. 
Seq. 


No. 
ID 


64279 
LIB3065 


-010 


-Ql 


-Nl 


-B5 


Seq. 
Seq. 


No. 
ID 


64280 
LIB3065 


-010 


-Ql 


-Nl 


-CI 


Seq. 
Seq. 


No. 

ID 


64281 
LIB3065 


-010 


-Ql 


-Nl 


-C2 


Seq. 
Seq. 


No. 
ID 


64282 
LIB3065 


-010 


-Ql 


-Nl 


-Dl 


Seq. 
Seq. 


No. 

ID 


64283 
LIB3065 


-010 


-Ql 


-Nl 


-D10 


Seq. 
Seq. 


No. 

ID 


64284 
LIB3065 


-010 


-Ql 


-Nl 


-D4 


Seq. 
Seq. 


No. 

ID 


64285 
LIB3065 


-010 


-Ql 


-Nl 


-Fll 


Seq. 
Seq. 


No. 

ID 


64286 
LIB3065 


-010 


-Ql 


-Nl 


-F3 


Seq. 
Seq. 


No. 

ID 


64287 
LIB3065 


-010 


-Ql 


-Nl 


-G4 


Seq. 
Seq. 


No. 

ID 


64288 
LIB3065 


-010 


-Ql 


-Nl 


-G5 


Seq. 
Seq. 


No. 

ID 


64289 
LIB3065 


-010- 


-Ql 


-Nl 


-H5 


Seq. 
Seq. 


No. 

ID 


64290 
LIB3065 


-011- 


-Ql 


-Nl 


-Al 


Seq. 
Seq. 


No. 
ID 


64291 
LIB3065 


-011- 


-Ql 


-Nl 


-A12 


Seq. 
Seq. 


No. 

ID 


64292 
LIB3065 


-011- 


-Ql- 


-Nl 


-A7 


Seq. 
Seq. 


No. 

ID 


64293 
LIB3065 


-011- 


-Ql- 


-Nl- 


-A8 


Seq. 
Seq. 


No. 

ID 


64294 
LIB3065 


-011- 


-Ql- 


-Nl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


64295 
LIB3065- 


-011- 


-Ql- 


-Nl- 


-B2 



9639 



Seq. 
Seq. 


No. 
ID 


64296 
LIB3065 


-011 


-Ql 


-Nl 


-B4 


Seq. 
Seq. 


No. 

ID 


64297 
LIB3065 


-011 


-Ql 


-Nl 


-B5 


Seq. 
Seq. 


No. 

ID 


64298 
LIB3065 


-011 


-Ql 


-Nl 


-Cll 


Seq. 
Seq. 


No. 
ID 


64299 
LIB3065 


-011 


-Ql 


-Nl 


-C5 


Seq. 
Seq. 


No. 

ID 


64300 
LIB3065 


-011 


-Ql 


-Nl 


-D7 


Seq. 
Seq. 


No. 

ID 


64301 
LIB3065 


-011 


-Ql 


-Nl 


-E6 


Seq. 
Seq. 


No. 

ID 


64302 
LIB3065 


-011 


-Ql 


-Nl 


-G4 


Seq. 
Seq. 


No. 

ID 


64303 
LIB3065 


-011 


-Ql 


-Nl 


-H5 


Seq. 
Seq. 


No. 

ID 


64304 
LIB3065 


-012 


-Ql 


-Nl 


-A4 


Seq. 
Seq. 


No. 

ID 


64305 
LIB3065 


-012 


-Ql 


-Nl 


-A6 


Seq. 
Seq. 


No. 

ID 


64306 
LIB3065 


-012- 


-Ql 


-Nl 


-B7 


Seq. 
Seq. 


No. 

ID 


64307 
LIB3065 


-012- 


-Ql- 


-Nl 


-B8 


Seq. 
Seq. 


No. 

ID 


64308 
LIB3065 


-012- 


-Ql- 


-Nl 


-CI 


Seq. 
Seq. 


No. 

ID 


64309 
LIB3065 


-012- 


-Ql- 


-Nl 


-D3 


Seq. 
Seq. 


No. 
ID 


64310 
LIB3065- 


-012- 


-Ql- 


-Nl 


-D9 


Seq. 
Seq. 


No. 

ID 


64311 
LIB3065- 


-012- 


-Ql- 


-Nl 


-Fl 


Seq. 
Seq. 


No. 

ID 


64312 
LIB3065- 


-012- 


-Ql- 


-Nl 


-F3 


Seq. 
Seq. 


No. 

ID 


64313 
LIB3065- 


-012- 


-Ql- 


-Nl- 


-F6 


Seq. 
Seq. 


No. 

ID 


64314 
LIB3065- 


-012- 


-Ql- 


-Nl- 


-F8 



9640 



Seq. 
Seq. 


No. 

ID 


64315 
LIB3065 


-012 


-Ql 


-Nl 


-H4 


Seq. 
Seq. 


No. 
ID 


64316 
LIB3065 


-013 


-Ql 


-Nl 


-Al 


Seq. 
Seq. 


No. 

ID 


64317 
LIB3065 


-013 


-Ql 


-Nl 


-All 


Seq. 
Seq. 


No. 

ID 


64318 
LIB3065 


-013 


-Ql 


-Nl 


-A2 


Seq. 
Seq. 


No. 
ID 


64319 
LIB3065 


-013 


-Ql 


-Nl 


-A9 


Seq. 
Seq. 


No. 

ID 


64320 
LIB3065 


-013 


-Ql 


-Nl 


-Bll 


Seq. 
Seq. 


No. 

ID 


64321 
LIB3065 


-013- 


-Ql 


-Nl 


-B3 


Seq. 
Seq. 


No. 

ID 


64322 
LIB3065 


-013- 


-Ql 


-Nl 


-B4 


Seq. 
Seq. 


No. 

ID 


64323 
LIB3065 


-013- 


-Ql 


-Nl 


-B6 


Seq. 
Seq. 


No. 

ID 


64324 
LIB3065- 


-013- 


-Ql 


-Nl- 


-B9 


Seq. 
Seq. 


No. 
ID 


64325 
LIB3065- 


-013- 


-Ql- 


-Nl- 


-C5 


Seq. 
Seq. 


No. 

ID 


64326 
LIB3065- 


-013- 


-Ql- 


-Nl- 


-C6 


Seq. 
Seq. 


No. 

ID 


64327 
LIB3065- 


-013- 


-Ql- 


-Nl- 


-CI 


Seq. 
Seq. 


No. 

ID 


64328 
LIB3065- 


-013- 


-Ql- 


-Nl- 


-El 


Seq. 
Seq. 


No. 
ID 


64329 
LIB3065- 


-013- 


-Ql- 


-Nl- 


-E2 


Seq. 
Seq. 


No. 

ID 


64330 
LIB3065- 


-013- 


-Ql- 


-Nl- 


-E5 


Seq. 
Seq. 


No. 

ID 


64331 
LIB3065- 


-013- 


-Ql- 


-Nl- 


-E7 


Seq. 
Seq. 


No. 
ID 


64332 
LIB3065- 


-013- 


-Ql- 


-Nl- 


-F5 


Seq. 
Seq. 


No. 
ID 


64333 
LIB3065- 


-013- 


-Ql- 


-Nl- 


-G10 



9641 



o 



Seq. 
Seq. 


No. 

ID 


64334 
LIB3065 


-013 


-Ql 


-Nl 


-H5 


Seq. 
Seq. 


No. 

ID 


64335 
LIB3065 


-014 


-Ql 


-Nl 


-A10 


Seq. 
Seq. 


No. 

ID 


64336 
LIB3065 


-014 


-Ql 


-Nl 


-A9 


Seq. 
Seq. 


No. 

ID 


64337 
LIB3065 


-014 


-Ql 


-Nl 


-Bl 


Seq. 
Seq. 


No. 

ID 


64338 
LIB3065 


-014 


-Ql 


-Nl 


-B7 


Seq. 
Seq. 


No. 
ID 


64339 
LIB3065 


-014 


-Ql 


-Nl 


-C7 


Seq. 
Seq. 


No. 

ID 


64340 
LIB3065 


-014 


-Ql 


-Nl 


-Dl 


Seq. 
Seq. 


No. 
ID 


64341 
LIB3065 


-014 


-Ql 


-Nl 


-D10 


Seq. 
Seq. 


No. 

ID 


64342 
LIB3065 


-014 


-Ql 


-Nl 


-D12 


Seq. 
Seq. 


No. 

ID 


64343 
LIB3065 


-014 


-Ql 


-Nl 


-Fll 


Seq. 
Seq. 


No. 

ID 


64344 
LIB3065 


-014 


-Ql- 


-Nl 


-F12 


Seq. 
Seq. 


No. 

ID 


64345 
LIB3065 


-014 


-Ql- 


-Nl 


-F7 


Seq. 
Seq. 


No. 

ID 


64346 
LIB3065- 


-014 


-Ql- 


-Nl- 


-H7 


Seq. 
Seq. 


No. 

ID 


64347 
LIB3065- 


-015 


-Ql- 


-Nl- 


-A12 


Seq. 
Seq. 


No. 

ID 


64348 
LIB3065- 


-015- 


-Ql- 


-Nl- 


-A7 


Seq. 
Seq. 


No. 

ID 


64349 
LIB3065- 


-015- 


-Ql- 


-Nl- 


-A8 


Seq. 
Seq. 


No. 

ID 


64350 
LIB3065- 


-015- 


-Ql- 


-Nl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


64351 
LIB3065- 


-015- 


-Ql- 


-Nl- 


-B7 


Seq. 
Seq. 


No. 

ID 


64352 
LIB3065- 


-015- 


-Ql- 


-Nl- 


-B8 



9642 



# 



Seq. 
Seq. 


No. 
ID 


64353 
LIB3065 


-015 


-Ql 


-Nl 


-B9 


Seq. 
Seq. 


No. 

ID 


64354 
LIB3065 


-015 


-Ql 


-Nl 


-C8 


Seq. 
Seq. 


No. 
ID 


64355 
LIB3065 


-015 


-Ql 


-Nl 


-El 


Seq. 
Seq. 


No. 
ID 


64356 
LIB3065 


-015 


-Ql 


-Nl 


-E10 


Seq. 
Seq. 


No. 

ID 


64357 
LIB3065 


-015 


-Ql 


-Nl 


-E8 


Seq. 
Seq. 


No. 

ID 


64358 
LIB3065 


-015 


-Ql 


-Nl 


-E9 


Seq. 
Seq. 


No. 

ID 


64359 
LIB3065 


-015 


-Ql 


-Nl 


-F10 


Seq. 
Seq. 


No. 

ID 


64360 
LIB3065 


-015 


-Ql 


-Nl 


-G3 


Seq. 
Seq. 


No. 

ID 


64361 
LIB3065 


-015 


-Ql 


-Nl 


-G8 


Seq. 
Seq. 


No. 

ID 


64362 
LIB3065 


-015 


-Ql 


-Nl 


-G9 


Seq. 
Seq. 


No. 

ID 


64363 
LIB3065 


-015 


-Ql 


-Nl 


-H3 


Seq. 
Seq. 


No. 
ID 


64364 
LIB3065 


-015 


-Ql 


-Nl 


-H6 


Seq. 
Seq. 


No. 

ID 


64365 
LIB3065 


-016 


-Ql 


-Nl 


-All 


Seq. 
Seq. 


No. 
ID 


64366 
LIB3065 


-016 


-Ql- 


-Nl 


-A12 


Seq. 
Seq. 


No. 

ID 


64367 
LIB3065 


-016 


-Ql- 


-Nl 


-A6 


Seq. 
Seq. 


No. 

ID 


64368 
LIB3065 


-016- 


-Ql- 


-Nl 


-B10 


Seq. 
Seq. 


No. 

ID 


64369 
LIB3065- 


-016- 


-Ql- 


-Nl- 


-B8 


Seq. 
Seq. 


No. 

ID 


64370 
LIB3065- 


-016- 


-Ql- 


-Nl- 


-C10 


Seq. 
Seq. 


No. 

ID 


64371 
LIB3065- 


-016- 


-Ql- 


-Nl- 


-Cll 



9643 



Seq. 
Seq. 


No. 

ID 


64372 
LIB3065 


-016 


-Ql 


-Nl 


-C6 


Seq. 
Seq. 


No. 
ID 


64373 
LIB3065 


-016 


-Ql 


-Nl 


-C8 


Seq. 
Seq. 


No. 

ID 


64374 
LIB3065 


-016 


-Ql 


-Nl 


-D7 


Seq. 
Seq. 


No. 

ID 


64375 
LIB3065 


-016- 


-Ql 


-Nl 


-E7 


Seq. 
Seq. 


No. 
ID 


64376 
LIB3065 


-016- 


-Ql 


-Nl 


-E8 


Seq. 
Seq. 


No. 
ID 


64377 
LIB3065 


-016- 


-Ql 


-Nl 


-F10 


Seq. 
Seq. 


No. 
ID 


64378 
LIB3065 


-016- 


-Ql 


-Nl 


-F2 


Seq. 
Seq. 


No. 

ID 


64379 
LIB3065 


-016- 


-Ql 


-Nl 


-Gl 


Seq. 
Seq. 


No. 

ID 


64380 
LIB3065 


-016- 


-Ql 


-Nl 


-Gil 


Seq. 
Seq. 


No. 
ID 


64381 
LIB3065 


-016- 


-Ql 


-Nl 


-G6 


Seq. 
Seq. 


No. 

ID 


64382 
LIB3065 


-016- 


-Ql 


-Nl 


-Hll 


Seq. 
Seq. 


No. 

ID 


64383 
LIB3065 


-016- 


-Ql 


-Nl 


-H5 


Seq. 
Seq. 


No. 

ID 


64384 
LIB3065 


-017- 


-Ql 


-Nl 


-A4 


Seq. 
Seq. 


No. 

ID 


64385 
LIB3065- 


-017- 


-Ql- 


-Nl 


-B12 


Seq. 
Seq. 


No. 
ID 


64386 
LIB3065- 


-017- 


-Ql- 


-Nl 


-CI 


Seq. 
Seq. 


No. 

ID 


64387 
LIB3065- 


-017- 


-Ql- 


-Nl- 


-C2 


Seq. 
Seq. 


No. 

ID 


64388 
LIB3065- 


-017- 


-Ql- 


-Nl- 


-C3 


Seq. 
Seq. 


No. 

ID 


64389 
LIB3065- 


-017- 


-Ql- 


-Nl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


64390 
LIB3065- 


-017- 


-Ql- 


-Nl- 


-E10 



9644 



Seq. 
Seq. 


No. 
ID 


64391 
LIB3065 


-017 


-Ql 


-Nl 


-E3 


Seq. 
Seq. 


No. 
ID 


64392 
LIB3065 


-017 


-Ql 


-Nl 


-E7 


Seq. 
Seq. 


No. 

ID 


64393 
LIB3065 


-017 


-Ql 


-Nl 


-Fl 


Seq. 
Seq. 


No. 

ID 


64394 
LIB3065 


-017 


-Ql 


-Nl 


-F10 


Seq. 
Seq. 


No. 

ID 


64395 
LIB3065 


-017 


-Ql 


-Nl 


-F9 


Seq. 
Seq. 


No. 
ID 


64396 
LIB3065 


-017 


-Ql 


-Nl 


-Gl 


Seq. 
Seq. 


No. 

ID 


64397 
LIB3065 


-017 


-Ql 


-Nl 


-H10 


Seq. 
Seq. 


No. 

ID 


64398 
LIB3065 


-017 


-Ql 


-Nl 


-H4 


Seq. 
Seq. 


No. 

ID 


64399 
LIB3065 


-018 


-Ql 


-Nl 


-B10 


Seq. 
Seq. 


No. 

ID 


64400 
LIB3065 


-018 


-Ql- 


-Nl 


-Bll 


Seq. 
Seq. 


No. 
ID 


64401 
LIB3065 


-018 


-Ql- 


-Nl 


-B5 


Seq. 
Seq. 


No. 

ID 


64402 
LIB3065 


-018- 


-Ql- 


-Nl- 


-C10 


Seq. 
Seq. 


No. 

ID 


64403 
LIB3065- 


-018- 


-Ql- 


-Nl- 


-D7 


Seq. 
Seq. 


No. 

ID 


64404 
LIB3065- 


-018- 


-Ql- 


-Nl- 


-D8 


Seq. 
Seq. 


No. 

ID 


64405 
LIB3065- 


-018- 


-Ql- 


-Nl- 


-E10 


Seq. 
Seq. 


No. 

ID 


64406 
LIB3065- 


-018- 


-Ql- 


-Nl- 


-E8 


Seq. 
Seq. 


No. 

ID 


64407 
LIB3065- 


-018- 


-Ql- 


-Nl- 


-Gil 


Seq. 
Seq. 


No. 
ID 


64408 
LIB3065- 


-018- 


-Ql- 


-Nl- 


-G12 


Seq. 
Seq. 


No. 

ID 


64409 
LIB3065- 


-018- 


-Ql- 


-Nl- 


-G4 



9645 



Seq. 
Seq. 


No. 

ID 


64410 
LIB3065 


-018 


-Ql 


-Nl 


-H2 


Seq. 
Seq. 


No. 

ID 


64411 
LIB3065 


-018 


-Ql 


-Nl 


-H3 


Seq. 
Seq. 


No. 
ID 


64412 
LIB3065 


-019 


-Ql 


-Nl 


-Al 


Seq. 
Seq. 


No. 
ID 


64413 
LIB3065 


-019 


-Ql 


-Nl 


-A2 


Seq. 
Seq. 


No. 
ID 


64414 
LIB3065 


-019- 


-Ql 


-Nl 


-A3 


Seq. 
Seq. 


No. 

ID 


64415 
LIB3065 


-019- 


-Ql 


-Nl 


-A7 


Seq. 
Seq. 


No. 

ID 


64416 
LIB3065 


-019- 


-Ql 


-Nl 


-C3 


Seq. 
Seq. 


No. 

ID 


64417 
LIB3065 


-019- 


-Ql 


-Nl 


-C8 


Seq. 
Seq. 


No. 

ID 


64418 
LIB3065 


-019- 


-Ql- 


-Nl 


-E10 


Seq. 
Seq. 


No. 
ID 


64419 
LIB3065 


-019- 


-Ql- 


-Nl 


-Ell 


Seq. 
Seq. 


No. 
ID 


64420 
LIB3065- 


-019- 


-Ql- 


-Nl- 


-F10 


Seq. 
Seq. 


No. 

ID 


64421 
LIB3065- 


-019- 


-Ql- 


-Nl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


64422 
LIB3065- 


-019- 


-Ql- 


-Nl- 


-F6 


Seq. 
Seq. 


No. 
ID 


64423 
LIB3065- 


-019- 


-Ql- 


-Nl- 


-G3 


Seq. 
Seq. 


No. 

ID 


64424 
LIB3065- 


-019- 


-Ql- 


-Nl- 


-G8 


Seq. 
Seq. 


No. 

ID 


64425 
LIB3065- 


-019- 


-Ql- 


-Nl- 


-G9 


Seq. 
Seq. 


No. 

ID 


64426 
LIB3065- 


-019- 


-Ql- 


-Nl- 


-H12 


Seq. 
Seq. 


No. 

ID 


64427 
LIB3065- 


-019- 


-Ql- 


-Nl- 


-H5 


Seq. 
Seq. 


No. 
ID 


64428 
LIB3065- 


-019- 


-Ql- 


-Nl- 


-H8 



9646 



# 



Seq. 
Seq. 


No. 

ID 


64429 
LIB3065 


-019 


-Ql 


-Nl 


-H9 


Seq. 
Seq. 


No. 

ID 


64430 
LIB3065 


-020 


-Ql 


-Nl 


-Al 


Seq. 
Seq. 


No. 
ID 


64431 
LIB3065 


-020 


-Ql 


-Nl 


-A10 


Seq. 
Seq. 


No. 

ID 


64432 
LIB3065 


-020 


-Ql 


-Nl 


-A2 


Seq. 
Seq. 


No. 

ID 


64433 
LIB3065 


-020 


-Ql 


-Nl 


-A6 


Seq. 
Seq. 


No. 

ID 


64434 
LIB3065 


-020 


-Ql 


-Nl 


-B5 


Seq. 
Seq. 


No. 

ID 


64435 
LIB3065 


-020 


-Ql 


-Nl 


-B9 


Seq. 
Seq. 


No. 

ID 


64436 
LIB3065 


-020 


-Ql 


-Nl 


-C7 


Seq. 
Seq. 


No. 
ID 


64437 
LIB3065 


-020 


-Ql 


-Nl 


-Dl 


Seq. 
Seq. 


No. 
ID 


64438 
LIB3065 


-020 


-Ql 


-Nl 


-D12 


Seq. 
Seq. 


No. 
ID 


64439 
LIB3065 


-020 


-Ql 


-Nl 


-D2 


Seq. 
Seq. 


No. 

ID 


64440 
LIB3065 


-020 


-Ql 


-Nl 


-D6 


Seq. 
Seq. 


No. 
ID 


64441 
LIB3065 


-020- 


-Ql 


-Nl 


-D9 


Seq. 
Seq. 


No. 

ID 


64442 
LIB3065 


-020- 


-Ql 


-Nl 


-Ell 


Seq. 
Seq. 


No. 

ID 


64443 
LIB3065 


-020- 


-Ql" 


-Nl 


-E4 


Seq. 
Seq. 


No. 

ID 


64444 
LIB3065- 


-020- 


-Ql- 


-Nl- 


-E9 


Seq. 
Seq. 


No. 

ID 


64445 
LIB3065- 


-020- 


-Ql- 


-Nl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


64446 
LIB3065- 


-020- 


-Ql- 


-Nl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


64447 
LIB3065- 


-020- 


-Ql- 


-Nl- 


-F6 



9647 



Seq* 
Seq. 


No. 

ID 


© 

64448 
LIB3065 


-020 


-Ql 


-Nl 


-F7 


Seq. 
Seq. 


No. 

ID 


64449 
LIB3065 


-020 


-Ql 


-Nl 


-G2 


Seq. 
Seq. 


No. 

ID 


64450 
LIB3065 


-020 


-Ql 


-Nl 


-Hll 


Seq. 
Seq. 


No. 

ID 


64451 
LIB3065 


-020 


-Ql 


-Nl 


-H6 


Seq. 
Seq. 


No. 

ID 


64452 
LIB3065 


-021 


-Ql 


-Nl 


-A4 


Seq. 
Seq. 


No. 

ID 


64453 
LIB3065 


-021 


-Ql 


-Nl 


-A6 


Seq. 
Seq. 


No. 

ID 


64454 
LIB3065 


-021 


-Ql 


-Nl 


-A7 


Seq. 
Seq. 


No. 

ID 


64455 
LIB3065 


-021 


-Ql 


-Nl 


-B10 


Seq. 
Seq. 


No. 

ID 


64456 
LIB3065 


-021 


-Ql 


-Nl 


-B7 


Seq. 

Seq. 


No. 

ID 


64457 
LIB3065 


-021 


-Ql 


-Nl 


-B8 


Seq. 
Seq. 


No. 

ID 


64458 
LIB3065 


-021 


-Ql 


-Nl 


-B9 


Seq. 
Seq. 


No. 

ID 


64459 
LIB3065 


-021 


-Ql 


-Nl 


-C5 


Seq. 
Seq. 


No. 

ID 


64460 
LIB3065 


-021 


-Ql 


-Nl 


-Dl 


Seq. 
Seq. 


No. 

ID 


64461 
LIB3065 


-021 


-Ql 


-Nl 


-Dll 


Seq. 
Seq. 


No. 

ID 


64462 
LIB3065 


-021 


-Ql 


-Nl 


-D12 


Seq. 
Seq. 


No. 

ID 


64463 
LIB3065 


-021- 


-Ql 


-Nl 


-D3 


Seq. 
Seq. 


No. 

ID 


64464 
LIB3065 


-021- 


-Ql 


-Nl 


-D4 


Seq. 
Seq. 


No. 

ID 


64465 
LIB3065 


-021- 


-Ql 


-Nl 


-D6 


Seq. 
Seq. 


No. 

ID 


64466 
LIB3065 


-021- 


-Ql- 


-Nl 


-F4 



9648 



Seq. 
Seq. 


No. 
ID 


O 

64467 
LIB3065 


-021 


-Ql 


-Nl 


-F7 


Seq. 
Seq. 


No. 
ID 


64468 
LIB3065 


-021 


-Ql 


-Nl 


-G12 


Seq. 
Seq. 


No. 
ID 


64469 
LIB3065 


-021 


-Ql 


-Nl 


-G2 


Seq. 
Seq. 


No. 

ID 


64470 
LIB3065 


-021 


-Ql 


-Nl 


-H12 


Seq. 
Seq. 


No. 

ID 


64471 
LIB3065 


-021 


-Ql 


-Nl 


-H2 


Seq. 
Seq. 


No. 

ID 


64472 
LIB3065 


-021 


-Ql 


-Nl 


-H3 


Seq. 
Seq. 


No. 

ID 


64473 
LIB3065 


-021 


-Ql 


-Nl 


-H8 


Seq. 
Seq. 


No. 

ID 


64474 
LIB3065 


-022 


-Ql 


-Nl 


-A4 


Seq. 
Seq. 


No. 

ID 


64475 
LIB3065 


-022 


-Ql 


-Nl 


-Bl 


Seq. 
Seq. 


No. 

ID 


64476 
LIB3065 


-022 


-Ql 


-Nl 


-B5 


Seq. 
Seq. 


No. 

ID 


64477 
LIB3065 


-022 


-Ql 


-Nl 


-B6 


Seq. 
Seq. 


No. 

ID 


64478 
LIB3065 


-022 


-Ql 


-Nl 


-B7 


Seq. 
Seq. 


No. 
ID 


64479 
LIB3065 


-022 


-Ql 


-Nl 


-CI 


Seq. 
Seq. 


No. 

ID 


64480 
LIB3065 


-022 


-Ql 


-Nl 


-Dll 


Seq. 
Seq. 


No. 

ID 


64481 
LIB3065 


-022 


-Ql- 


-Nl 


-D2 


Seq. 
Seq. 


No. 

ID 


64482 
LIB3065 


-022- 


-Ql- 


-Nl 


-D5 


Seq. 
Seq. 


No. 

ID 


64483 
LIB3065- 


-022- 


-Ql- 


-Nl- 


-El 


Seq. 
Seq. 


No. 

ID 


64484 
LIB3065- 


-022- 


-Ql- 


-Nl- 


-E12 


Seq. 
Seq. 


No. 

ID 


64485 
LIB3065- 


-022- 


-Ql- 


-Nl- 


-E9 



9649 



II 



Seq. 
Seq. 


No. 

ID 


64486 
LIB3065 


-022 


-Ql 


-Nl 


-F10 


Seq. 
Seq. 


No. 

ID 


64487 
LIB3065 


-022 


-Ql 


-Nl 


-F12 


Seq. 
Seq. 


No. 

ID 


64488 
LIB3065 


-022 


-Ql 


-Nl 


-F5 


Seq. 
Seq. 


No. 

ID 


64489 
LIB3065 


-022 


-Ql 


-Nl 


-F8 


Seq. 
Seq. 


No. 
ID 


64490 
LIB3065 


-022 


-Ql 


-Nl 


-Gl 


Seq. 
Seq. 


No. 
ID 


64491 
LIB3065 


-022 


-Ql 


-Nl 


-G2 


Seq. 
Seq. 


No. 

ID 


64492 
LIB3065 


-022- 


-Ql 


-Nl 


-H4 


Seq. 
Seq. 


No. 

ID 


64493 
LIB3065 


-022- 


-Ql 


-Nl 


-H8 


Seq. 
Seq. 


No. 

ID 


64494 
LIB3065 


-023- 


-Ql- 


-Nl 


-A3 


Seq. 
Seq. 


No. 

ID 


64495 
LIB3065- 


-023- 


-Ql- 


-Nl- 


-A4 


Seq. 
Seq. 


No. 

ID 


64496 
LIB3065- 


-023- 


-Ql- 


-Nl- 


-CI 


Seq. 
Seq. 


No. 

ID 


64497 
LIB3065- 


-023- 


-Ql- 


-Nl- 


-D2 


Seq. 
Seq. 


No. 

ID 


64498 
LIB3065- 


-023- 


-Ql- 


-Nl- 


-D3 


Seq. 
Seq. 


No. 

ID 


64499 
LIB3065- 


-023- 


-Ql- 


-Nl- 


-D7 


Seq. 
Seq. 


No. 
ID 


64500 
LIB3065- 


-023- 


-Ql- 


-Nl- 


-El 


Seq. 
Seq. 


No. 

ID 


64501 
LIB3065- 


-023- 


-Ql- 


-Nl- 


-E3 


Seq. 
Seq. 


No. 
ID 


64502 
LIB3065- 


-023- 


-Ql- 


-Nl- 


-F2 


Seq. 
Seq. 


No. 

ID 


64503 
LIB3065- 


-023- 


■Ql- 


■Nl- 


-G4 


Seq. 
Seq. 


No. 

ID 


64504 
LIB3065- 


-023- 


■Ql- 


■Nl- 


-HI 



9650 



Seq. 
Seq. 


No. 
ID 


O 

64505 
LIB3065 


-023 


-Ql 


-Nl 


-H2 


Seq. 
Seq. 


No. 
ID 


64506 
LIB3065 


-023 


-Ql 


-Nl 


-H8 


Seq. 
Seq. 


No. 

ID 


64507 
LIB3065 


-024 


-Ql 


-Nl 


-A2 


Seq. 
Seq. 


No. 

ID 


64508 
LIB3065 


-024 


-Ql 


-Nl 


-B10 


Seq. 
Seq. 


No. 

ID 


64509 
LIB3065 


-024 


-Ql 


-Nl 


-B2 


Seq. 
Seq. 


No. 

ID 


64510 
LIB3065 


-024 


-Ql 


-Nl 


-B3 


Seq. 
Seq. 


No. 

ID 


64511 
LIB3065 


-024 


-Ql 


-Nl 


-B7 


Seq. 
Seq. 


No. 

ID 


64512 
LIB3065 


-024 


-Ql 


-Nl 


-B8 


Seq. 
Seq. 


No. 

ID 


64513 
LIB3065 


-024 


-Ql 


-Nl 


-C2 


Seq. 
Seq. 


No. 

ID 


64514 
LIB3065 


-024 


-Ql 


-Nl 


-C8 


Seq. 
Seq. 


No. 
ID 


64515 
LIB3065 


-024 


-Ql 


-Nl 


-D10 


Seq. 
Seq. 


No. 

ID 


64516 
LIB3065 


-024 


-Ql 


-Nl 


-D12 


Seq. 
Seq. 


No. 

ID 


64517 
LIB3065 


-024 


-Ql 


-Nl 


-E5 


Seq. 
Seq. 


No. 

ID 


64518 
LIB3065 


-024 


-Ql 


-Nl 


-F10 


Seq. 
Seq. 


No. 
ID 


64519 
LIB3065 


-024 


-Ql- 


-Nl 


-F4 


Seq. 
Seq. 


No. 

ID 


64520 
LIB3065- 


-024 


-Ql- 


-Nl 


-F5 


Seq. 
Seq. 


No. 

ID 


64521 
LIB3065- 


-024 


-Ql- 


-Nl 


-G12 


Seq. 
Seq. 


No. 

ID 


64522 
LIB3065- 


-024 


-Ql- 


-Nl- 


-G5 


Seq. 
Seq. 


No. 

ID 


64523 
LIB3065- 


-024 


-Ql- 


-Nl- 


-G9 



9651 



Seq. 
Seq. 


No. 

ID 


• 

64524 
LIB3065 


-024 


-Ql 


-Nl 


-H6 


Seq. 
Seq. 


No. 

ID 


64525 
LIB3065 


-024 


-Ql 


-Nl 


-H8 


Seq. 
Seq. 


No. 

ID 


64526 
LIB3065 


-024 


-Ql 


-Nl 


-H9 


Seq. 
Seq. 


No. 

ID 


64527 
LIB3065 


-025 


-Ql 


-Nl 


-A10 


Seq. 
Seq. 


No. 

ID 


64528 
LIB3065 


-025 


-Ql 


-Nl 


-All 


Seq. 
Seq. 


No. 

ID 


64529 
LIB3065 


-025 


-Ql 


-Nl 


-CI 


Seq. 
Seq. 


No. 

ID 


64530 
LIB3065 


-025 


-Ql 


-Nl 


-C6 


Seq. 
Seq. 


No. 

ID 


64531 
LIB3065 


-025 


-Ql 


-Nl 


-El 


Seq. 
Seq. 


No. 

ID 


64532 
LIB3065 


-025 


-Ql 


-Nl 


-E5 


Seq. 
Seq. 


No. 

ID 


64533 
LIB3065 


-025 


-Ql 


-Nl 


-E6 


Seq. 
Seq. 


No. 

ID 


64534 
LIB3065 


-025 


-Ql 


-Nl 


-E9 


Seq. 
Seq. 


No. 

ID 


64535 
LIB3065 


-025 


-Ql 


-Nl 


-Fl 


Seq. 
Seq. 


No. 

ID 


64536 
LIB3065 


-025 


-Ql 


-Nl 


-F3 


Seq. 
Seq. 


No. 
ID 


64537 
LIB3065 


-025 


-Ql 


-Nl 


-G10 


Seq. 
Seq. 


No. 

ID 


64538 
LIB3065 


-025 


-Ql 


-Nl 


-Gil 


Seq. 
Seq. 


No. 

ID 


64539 
LIB3065 


-025 


-Ql 


-Nl 


-H6 


Seq. 
Seq. 


No. 
ID 


64540 
LIB3065 


-025 


-Ql 


-Nl 


-H8 


Seq. 
Seq. 


No. 
ID 


64541 
LIB3065 


-026 


-Ql 


-Nl 


-A7 


Seq. 
Seq. 


No. 

ID 


64542 
LIB3065 


-026 


-Ql- 


-Nl 


-B5 



9652 



Seq. 
Seq. 


No. 
ID 


64543 
LIB3065 


-026 


-Ql 


-Nl 


-C3 


Seq. 
Seq. 


No. 

ID 


64544 
LIB3065 


-026- 


-Ql 


-Nl 


-D4 


Seq. 
Seq. 


No. 

ID 


64545 
LIB3065 


-026- 


-Ql 


-Nl 


-E4 


Seq. 
Seq. 


No. 

ID 


64546 
LIB3065 


-026- 


-Ql 


-Nl 


-F3 


Seq. 
Seq. 


No. 

ID 


64547 
LIB3065 


-026- 


-Ql 


-Nl 


-F5 


Seq. 
Seq. 


No. 

ID 


64548 
LIB3065 


-026- 


-Ql 


-Nl 


-F8 


Seq. 
Seq. 


No. 

ID 


64549 
LIB3065 


-026- 


-Ql 


-Nl 


-G7 


Seq. 
Seq. 


No. 
ID 


64550 
LIB3065 


-026- 


-Ql 


-Nl 


-H3 


Seq. 
Seq. 


No. 

ID 


64551 
LIB3065 


-026- 


-Ql 


-Nl 


-H6 


Seq. 
Seq. 


No. 

ID 


64552 
LIB3065 


-026- 


-Ql 


-Nl 


-H8 


Seq. 
Seq. 


No. 

ID 


64553 
LIB3065 


-027- 


-Ql- 


-Nl 


-A2 


Seq. 
Seq. 


No. 

ID 


64554 
LIB3065 


-027- 


-Ql- 


-Nl 


-B12 


Seq. 
Seq. 


No. 

ID 


64555 
LIB3065- 


-027- 


-Ql- 


-Nl- 


-D5 


Seq. 
Seq. 


No. 
ID 


64556 
LIB3065- 


-027- 


-Ql" 


-Nl- 


-E5 


Seq. 
Seq. 


No. 

ID 


64557 
LIB3065- 


-027- 


-Ql- 


-Nl- 


-G5 


Seq. 
Seq. 


No. 

ID 


64558 
LIB3072- 


-002- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


64559 
LIB3072- 


-002- 


-Ql- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


64560 
LIB3072- 


-002- 


■Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 
ID 


64561 
LIB3072- 


-002- 


Ql- 


-Kl- 


-Cll 



9653 



# 



Seq. 
Seq. 


No. 
ID 


64562 
LIB3072 


-002 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 
ID 


64563 
LIB3072 


-002 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


64564 
LIB3072 


-002 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


64565 
LIB3072 


-002 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


64566 
LIB3072 


-002 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


64567 
LIB3072 


-002 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 
ID 


64568 
LIB3072 


-002 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


64569 
LIB3072 


-002 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


64570 
LIB3072 


-002 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


64571 
LIB3072 


-003 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 
ID 


64572 
LIB3072 


-003 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


64573 
LIB3072 


-003 


-Ql- 


-Kl 


~C9 


Seq. 
Seq. 


No. 

ID 


64574 
LIB3072 


-003- 


-Ql- 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


64575 
LIB3072- 


-003- 


-Ql- 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


64576 
LIB3072- 


-003- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


64577 
LIB3072- 


-004- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


64578 
LIB3072- 


-004- 


-Ql- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


64579 
LIB3072- 


-004- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


64580 
LIB3072- 


-004- 


-Ql- 


-Kl- 


-A4 



9654 



Seq. 
Seq. 


No. 

ID 


O 

64581 
LIB3072 


-004 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


64582 
LIB3072 


-004 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 
ID 


64583 
LIB3072 


-004 


-Ql 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


64584 
LIB3072 


-004 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 


No. 
ID 


64585 
LIB3072 


-004 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


64586 
LIB3072 


-004 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


64587 
LIB3072 


-004 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


64588 
LIB3072 


-004 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


64589 
LIB3072 


-004 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


64590 
LIB3072 


-004 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


64591 
LIB3072 


-004 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


64592 
LIB3072 


-004 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


64593 
LIB3072 


-004 


-Ql- 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


64594 
LIB3072 


-004 


-Ql- 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


64595 
LIB3072 


-004 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


64596 
LIB3072 


-004 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


64597 
LIB3072 


-004 


-Ql- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


64598 
LIB3072- 


-004- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


64599 
LIB3072- 


-004- 


-Ql- 


-Kl- 


-F7 



9655 



Seq. 
Seq. 


No. 
ID 


# 

64600 
LIB3072 


-004 


-Ql- 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


64601 
LIB3072 


-004 


-Ql- 


-Kl 


-G3 


Seq. 
Seq. 


No. 
ID 


64602 
LIB3072 


-004 


-Ql- 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


64603 
LIB3072 


-004 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 
ID 


64604 
LIB3072 


-004 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


64605 
LIB3072 


-004 


-Ql 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


64606 
LIB3072 


-004 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


64607 
LIB3072 


-007 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


64608 
LIB3072 


-007 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


64609 
LIB3072 


-007 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


64610 
LIB3072 


-007 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


64611 
LIB3072 


-007 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


64612 
LIB3072 


-007 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 
ID 


64613 
LIB3072 


-007 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 
ID 


64614 
LIB3072 


-007 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


64615 
LIB3072 


-007 


-Ql 


-El 


-C7 


Seq. 
Seq. 


No. 

ID 


64616 
LIB3072 


-007 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


64617 
LIB3072 


-007 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


64618 
LIB3072 


-007 


-Ql 


-El 


-E12 



9656 



Seq. 
Seq. 


No. 
ID 


# 

64619 
LIB3072 


-007 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


64620 
LIB3072 


-007 


-Ql 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


64621 
LIB3072 


-007 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


64622 
LIB3072 


-007 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


64623 
LIB3072 


-007 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 
ID 


64624 
LIB3072 


-007 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


64625 
LIB3072 


-007 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


64626 
LIB3072 


-007 


-Ql 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


64627 
LIB3072 


-007 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


64628 
LIB3072 


-007 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


64629 
LIB3072 


-007 


-Ql- 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


64630 
LIB3072 


-007 


-Ql- 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


64631 
LIB3072 


-007 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


64632 
LIB3072 


-007 


-Ql- 


-El- 


-H6 


Seq. 
Seq. 


No. 

ID 


64633 
LIB3072 


-007 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 
ID 


64634 
LIB3072 


-007- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 

ID 


64635 
LIB3072- 


-008- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 

ID 


64636 
LIB3072- 


-008- 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


64637 
LIB3072- 


-008- 


-Ql- 


-El- 


-A8 



9657 



# 



Seq. 
Seq. 


No. 

ID 


64638 
LIB3072 


-008 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


64639 
LIB3072 


-008 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 
ID 


64640 
LIB3072 


-008 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


64641 
LIB3072 


-008 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


64642 
LIB3072 


-008 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


64643 
LIB3072 


-008 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


64644 
LIB3072 


-008 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


64645 
LIB3072 


-008 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


64646 
LIB3072 


-008 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


64647 
LIB3072 


-008 


-Ql- 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


64648 
LIB3072 


-008 


-Ql- 


-El 


-Fl 


Seq. 
Seq. 


No. 
ID 


64649 
LIB3072 


-008 


-Ql- 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


64650 
LIB3072 


-008 


-Ql- 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


64651 
LIB3072 


-008 


-Ql- 


-El- 


-G2 


Seq. 
Seq. 


No. 

ID 


64652 
LIB3072 


-008- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


64653 
LIB3072- 


-008- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


64654 
LIB3072- 


-008- 


-Q1- 


-El- 


-HI 


Seq. 
Seq. 


No. 

ID 


64655 
LIB3072- 


-009- 


~Q1- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


64656 
LIB3072- 


-009- 


-Ql- 


-El- 


-A12 



9658 



Seq. 
Seq. 


No. 
ID 


O 

64657 
LIB3072 


-009 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 
ID 


64658 
LIB3072 


-009 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


64659 
LIB3072 


-009- 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


64660 
LIB3072 


-009- 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


64661 
LIB3072 


-009- 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


64662 
LIB3072 


-009- 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


64663 
LIB3072 


-009- 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 
ID 


64664 
LIB3072 


-009- 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 
ID 


64665 
LIB3072 


-009- 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


64666 
LIB3072 


-009- 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


64667 
LIB3072 


-009- 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


64668 
LIB3072 


-009- 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


64669 
LIB3072 


-009- 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


64670 
LIB3072 


-009- 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


64671 
LIB3072 


-009- 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


64672 
LIB3072 


-009- 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


64673 
LIB3072 


-009- 


-Ql- 


-El 


-E7 


Seq. 
Seq. 


No. 

ID 


64674 
LIB3072 


-009- 


-Ql- 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


64675 
LIB3072 


-009- 


-Ql- 


-El 


-Fl 



9659 




Seq. 
Seq. 


No. 

ID 


64676 
LIB3072 


-009 


-Ql 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


64677 
LIB3072 


-009 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 
ID 


64678 
LIB3072 


-009 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


64679 
LIB3072 


-009 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


64680 
LIB3072 


-009 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


64681 
LIB3072 


-009 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


64682 
LIB3072 


-009 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 
ID 


64683 
LIB3072 


-009 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 
ID 


64684 
LIB3072 


-009 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


64685 
LIB3072 


-009 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


64686 
LIB3072 


-009 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


64687 
LIB3072 


-009 


-Ql 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


64688 
LIB3072 


-009 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


64689 
LIB3072 


-010 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


64690 
LIB3072 


-010 


»Q1 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


64691 
LIB3072 


-010 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 
ID 


64692 
LIB3072 


-010 


-Ql 


-El 


-B8 


Seq. 
Seq. 


No. 
ID 


64693 
LIB3072 


-010 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


64694 
LIB3072 


-010- 


-Ql 


-El 


-CI 



9660 



Seq. 
Seq. 


No. 
ID 


# 

64695 
LIB3072 


-010 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 
ID 


64696 
LIB3072 


-010 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 
ID 


64697 
LIB3072 


-010 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


64698 
LIB3072 


-010 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


64699 
LIB3072 


-010 


-Ql 


-El 


-Fll 


Seq. 
Seq. 


No. 

ID 


64700 
LIB3072 


-010 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


64701 
LIB3072 


-010 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


64702 
LIB3072 


-010 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


64703 
LIB3072 


-010 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


64704 
LIB3072 


-010 


-Ql 


-El 


-G10 


Seq. 
Seq. 


No. 

ID 


64705 
LIB3072 


-010 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


64706 
LIB3072 


-010 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 
ID 


64707 
LIB3072 


-010 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


64708 
LIB3072 


-010 


-Ql- 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


64709 
LIB3072 


-010- 


-Ql- 


-El 


-H6 


Seq. 
Seq. 


No. 
ID 


64710 
LIB3072 


-010- 


-Ql- 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


64711 
LIB3072 


-011- 


-Ql- 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


64712 
LIB3072 


-011- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


64713 
LIB3072 


-011- 


-Ql- 


-El- 


-C7 



9661 



Seq. 
Seq. 


No. 

ID 


64714 
LIB3072 


-011 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 
ID 


64715 
LIB3072 


-Oil 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 
ID 


64716 
LIB3072 


-Oil 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 
ID 


64717 
LIB3072 


-Oil 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


64718 
LIB3072 


-Oil 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


64719 
LIB3072 


-Oil 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


64720 
LIB3072 


-Oil 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


64721 
LIB3072 


-Oil 


-Ql 


-El 


-G10 


Seq. 
Seq. 


No. 
ID 


64722 
LIB3072 


-Oil- 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


64723 
LIB3072 


-Oil- 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 
ID 


64724 
LIB3072 


-011- 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


64725 
LIB3072 


-011- 


-Ql 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


64726 
LIB3072 


-011- 


-Ql- 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


64727 
LIB3072- 


-011- 


-Ql- 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


64728 
LIB3072- 


-011- 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 

ID 


64729 
LIB3072- 


-011- 


-Ql- 


-El- 


-H8 


Seq. 
Seq. 


No. 
ID 


64730 
LIB3072- 


-011- 


-Ql- 


-El- 


-H9 


Seq. 
Seq. 


No. 

ID 


64731 
LIB3072- 


-012- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


64732 
LIB3072- 


-012- 


-Ql- 


-El- 


-All 



9662 



Seq. 
Seq. 


No. 

ID 


# 

64733 
LIB3072 


-012 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


64734 
LIB3072 


-012 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


64735 
LIB3072 


-012 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


64736 
LIB3072 


-012 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


64737 
LIB3072 


-012 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


64738 
LIB3072 


-012 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


64739 
LIB3072 


-012 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


64740 
LIB3072 


-012 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


64741 
LIB3072 


-012 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


64742 
LIB3072 


-012 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


64743 
LIB3072 


-012 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


64744 
LIB3072 


-012 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 
ID 


64745 
LIB3072 


-012 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


64746 
LIB3072 


-012 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


64747 
LIB3072 


-012- 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


64748 
LIB3072 


-012- 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 
ID 


64749 
LIB3072 


-012- 


-Ql- 


-El- 


-E10 


Seq. 
Seq. 


No. 
ID 


64750 
LIB3072- 


-012- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


64751 
LIB3072- 


-012- 


-Ql- 


-El- 


-E9 



9663 




Seq. 
Seq. 


No. 
ID 


64752 
LIB3072 


-012 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


64753 
LIB3072 


-012 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 
ID 


64754 
LIB3072 


-012 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


64755 
LIB3072 


-012 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


64756 
LIB3072 


-012 


-Ql 


-El 


-G10 


Seq. 
Seq. 


No. 
ID 


64757 
LIB3072 


-012 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 
ID 


64758 
LIB3072 


-012 


-Ql 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


64759 
LIB3072 


-012 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


64760 
LIB3072 


-012 


-Ql 


-El 


-H10 


Seq, 
Seq. 


No. 
ID 


64761 
LIB3072 


-012 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 
ID 


64762 
LIB3072 


-012 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


64763 
LIB3072 


-012 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


64764 
LIB3072 


»012 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


64765 
LIB3072 


-013 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 
ID 


64766 
LIB3072 


-013 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 
ID 


64767 
LIB3072 


-013 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 
ID 


64768 
LIB3072 


-013 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


64769 
LIB3072 


-013 


-Ql 


-El 


-F12 


Seq. 
Seq, 


No. 
ID 


64770 
LIB3072 


-013 


-Ql 


-El 


-G10 



9664 



Seq. 
Seq. 


No. 

ID 


64771 
LIB3072 


-013 


-Ql 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


64772 
LIB3072 


-013 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 
ID 


64773 
LIB3072 


-014 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


64774 
LIB3072 


-014 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


64775 
LIB3072 


-014 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


64776 
LIB3072 


-014 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


64777 
LIB3072 


-014 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 
ID 


64778 
LIB3072 


-014 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


64779 
LIB3072 


-014 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


64780 
LIB3072 


-014 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


64781 
LIB3072 


-014 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


64782 
LIB3072 


-014 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


64783 
LIB3072 


-014 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


64784 
LIB3072 


-014 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


64785 
LIB3072 


-014 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


64786 
LIB3072 


-014 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 
ID 


64787 
LIB3072 


-014 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 
ID 


64788 
LIB3072 


-014 


-Ql 


-El 


-E12 


Seq. 
Seq. 


No. 
ID 


64789 
LIB3072 


-014 


-Ql 


-El 


-E8 



9665 



Seq. 
Seq. 


No. 
ID 


O 

64790 
LIB3072 


-014 


-Ql 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


64791 
LIB3072 


-014 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


64792 
LIB3072 


-014 


-Ql 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


64793 
LIB3072 


-014 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


64794 
LIB3072 


-014 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


64795 
LIB3072 


-014 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


64796 
LIB3072 


-014 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 
ID 


64797 
LIB3072 


-014 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 
ID 


64798 
LIB3072 


-015 


-Ql- 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


64799 
LIB3072 


-015 


-Ql- 


-El 


-All 


Seq. 
Seq. 


No. 
ID 


64800 
LIB3072 


-015 


-Ql- 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


64801 
LIB3072 


-015 


-Ql- 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


64802 
LIB3072 


-015 


-Ql- 


-El- 


-A6 


Seq. 
Seq. 


No. 

ID 


64803 
LIB3072- 


-015- 


-Ql- 


-El- 


-Bl 


Seq. 
Seq. 


No. 
ID 


64804 
LIB3072- 


-015- 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


64805 
LIB3072- 


-015- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


64806 
LIB3072- 


-015- 


-Ql- 


-El" 


-CI 


Seq. 
Seq. 


No. 

ID 


64807 
LIB3072- 


-015- 


-Ql- 


■El- 


-C10 


Seq. 
Seq. 


No. 
ID 


64808 
LIB3072- 


-015- 


-Ql- 


-El- 


-C5 



9666 



Seq. 
Seq. 


No. 
ID 


O 

64809 
LIB3072 


-015 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 
ID 


64810 
LIB3072 


-015 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


64811 
LIB3072 


-015 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 
ID 


64812 
LIB3072 


-015 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


64813 
LIB3072 


-015 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


64814 
LIB3072 


-015 


-Ql 


-El 


-E2 


Seq. 
Seq, 


No. 

ID 


64815 
LIB3072 


-015 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


64816 
LIB3072 


-015 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


64817 
LIB3072 


-015 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


64818 
LIB3072 


-015 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


64819 
LIB3072 


-015 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


64820 
LIB3072 


-015 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


64821 
LIB3072 


-015 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


64822 
LIB3072 


-015 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


64823 
LIB3072 


-015- 


-Ql- 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


64824 
LIB3072 


-015- 


-Ql- 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


64825 
LIB3072 


-015- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 
ID 


64826 
LIB3072 


-015- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 
ID 


64827 
LIB3072 


-015- 


-Ql- 


-El- 


-G2 



9667 



Seq. 
Seq. 


No. 

ID 


HI 

64828 
LIB3072 


-015- 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


64829 
LIB3072 


-015- 


-Ql 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


64830 
LIB3072 


-015- 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 
ID 


64831 
LIB3072 


-015- 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


64832 
LIB3072 


-015- 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 
ID 


64833 
LIB3072 


-016- 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 
ID 


64834 
LIB3072 


-016- 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


64835 
LIB3072 


-016- 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


64836 
LIB3072 


-016- 


-Ql 


-El 


-CS 


Seq. 
Seq. 


No. 

ID 


64837 
LIB3072 


-016- 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


64838 
LIB3072 


-016- 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 
ID 


64839 
LIB3072 


-016- 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


64840 
LIB3072 


-016- 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


64841 
LIB3072 


-016- 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 
ID 


64842 
LIB3072 


-016- 


-Ql 


-El 


-Fll 


Seq. 
Seq. 


No. 
ID 


64843 
LIB3072 


-016- 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 
ID 


64844 
LIB3072 


-016- 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 
ID 


64845 
LIB3072 


-016- 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 
ID 


64846 
LIB3072 


-016- 


-Ql 


-El 


-G8 



9668 



Seq. 
Seq. 


No. 
ID 


O 

64847 
LIB3072 


-016 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


64848 
LIB3072 


-016 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


64849 
LIB3072 


-016 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


64850 
LIB3072 


-016 


-Ql 


-El 


-H4 


Seq. 
Seq. 


No. 
ID 


64851 
LIB3072 


-016 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 
ID 


64852 
LIB3072 


-017 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 
ID 


64853 
LIB3072 


-017 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


64854 
LIB3072 


-017 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 
ID 


64855 
LIB3072 


-017 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 
ID 


64856 
LIB3072 


-017 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 
ID 


64857 
LIB3072 


-017 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 
ID 


64858 
LIB3072 


-017 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


64859 
LIB3072 


-017 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


64860 
LIB3072 


-017 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


64861 
LIB3072 


-017 


-Ql 


-El 


-C7 


Seq. 
Seq. 


No. 

ID 


64862 
LIB3072 


-017 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


64863 
LIB3072 


-017- 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


64864 
LIB3072 


-017- 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


64865 
LIB3072 


-017- 


-Ql 


-El 


-El 



9669 



o 



Seq. 
Seq. 


No. 

ID 


64866 
LIB3072 


-017 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


64867 
LIB3072 


»017 


-Ql 


-El 


-Fll 


Seq. 
Seq. 


No. 
ID 


64868 
LIB3072 


-017 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 
ID 


64869 
LIB3072 


-017 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


64870 
LIB3072 


-017 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 
ID 


64871 
LIB3072 


-017 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


64872 
LIB3072 


-017 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


64873 
LIB3072 


-017 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


64874 
LIB3072 


-017 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


64875 
LIB3072 


-017 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


64876 
LIB3072 


-018 


-Ql- 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


64877 
LIB3072 


-018 


-Ql- 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


64878 
LIB3072 


-018 


-Ql- 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


64879 
LIB3072 


-018- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


64880 
LIB3072 


-018- 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


64881 
LIB3072 


-018- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


64882 
LIB3072- 


-018- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


64883 
LIB3072- 


-018- 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


64884 
LIB3072- 


-018- 


-Ql- 


-El- 


-B8 



9670 



o 



Seq. 
Seq. 


No. 
ID 


64885 
LIB3072 


-018 


-Ql 


-El 


-Cl 


Seq. 
Seq. 


No. 

ID 


64886 
LIB3072 


-018 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


64887 
LIB3072 


-018 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


64888 
LIB3072 


-018 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


64889 
LIB3072 


-018 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


64890 
LIB3072 


-018 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


64891 
LIB3072 


-018 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 
ID 


64892 
LIB3072 


-018 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


64893 
LIB3072 


-018 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 
ID 


64894 
LIB3072 


-018 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


64895 
LIB3072 


-018 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


64896 
LIB3072 


-018 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


64897 
LIB3072 


-018 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


64898 
LIB3072 


-018 


-Ql- 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


64899 
LIB3072 


-018 


-Ql- 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


64900 
LIB3072 


-018 


-Ql- 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


64901 
LIB3072- 


-018- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 
ID 


64902 
LIB3Q72- 


-018- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


64903 
LIB3072- 


-018- 


-Ql- 


-El- 


-F3 



9671 



Seq. 
Seq. 


No. 

ID 


64904 
LIB3072 


-018- 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


64905 
LIB3072 


-018- 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


64906 
LIB3072 


-019- 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


64907 
LIB3072 


-019- 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


64908 
LIB3072 


-019- 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


64909 
LIB3072 


-019- 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


64910 
LIB3072 


-019- 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


64911 
LIB3072 


-019- 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


64912 
LIB3072 


-019- 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


64913 
LIB3072 


-019- 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 
ID 


64914 
LIB3072 


-019- 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


64915 
LIB3072 


-019- 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


64916 
LIB3072 


-019- 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


64917 
LIB3072 


-019- 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


64918 
LIB3072 


-019- 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


64919 
LIB3072 


-019- 


-Ql- 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


64920 
LIB3072 


-019- 


-Ql- 


-El 


-C2 


Seq. 
Seq. 


No. 
ID 


64921 
LIB3072 


-019- 


-Ql- 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


64922 
LIB3072 


-019- 


-Ql- 


-El 


-C5 



9672 



Seq. 
Seq. 


No. 

ID 


O 

64923 
LIB3072 


-019- 


-Ql 


-El 


-C7 


Seq. 
Seq. 


No. 

ID 


64924 
LIB3072 


-019- 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 
ID 


64925 
LIB3072 


-019- 


-Ql 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


64926 
LIB3072 


-019- 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


64927 
LIB3072 


-019- 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


64928 
LIB3072 


-019- 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


64929 
LIB3072 


-019- 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


64930 
LIB3072 


-019- 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


64931 
LIB3072 


-019 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


64932 
LIB3072 


-019 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


64933 
LIB3072 


-019 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


64934 
LIB3072 


-019 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 

ID 


64935 
LIB3072 


-019- 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


64936 
LIB3072 


-019- 


-Ql 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


64937 
LIB3072 


-019 


-Ql 


-El 


-Fll 


Seq. 
Seq. 


No. 

ID 


64938 
LIB3072 


-019- 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


64939 
LIB3072 


-019- 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 
ID 


64940 
LIB3072 


-019- 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


64941 
LIB3072 


-019- 


-Ql 


-El 


-G12 



9673 



Seq. 
Seq. 


No. 

ID 


HI 

64942 
LIB3072 


-019 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


64943 
LIB3072 


-019 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 
ID 


64944 
LIB3072 


-019 


-Ql 


-El 


-G9 


Seq. 
Seq. 


No. 
ID 


64945 
LIB3072 


-019 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 
ID 


64946 
LIB3072 


-019 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 
ID 


64947 
LIB3072 


-019 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 
ID 


64948 
LIB3072 


-020 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


64949 
LIB3072 


-020 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


64950 
LIB3072 


-020 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 
ID 


64951 
LIB3072 


-020 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 
ID 


64952 
LIB3072 


-020 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 
ID 


64953 
LIB3072 


-020 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 
ID 


64954 
LIB3072 


-020 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


64955 
LIB3072 


-020 


-Ql 


-El 


-B8 


Seq. 
Seq. 


No. 

ID 


64956 
LIB3072 


-020 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


64957 
LIB3072 


-020 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


64958 
LIB3072 


-020- 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


64959 
LIB3072 


-020- 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


64960 
LIB3072 


-020- 


-Ql 


-El 


-D10 



9674 



Seq. 
Seq. 


No. 
ID 


O 

64961 
LIB3072 


-020 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


64962 
LIB3072 


-020 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


64963 
LIB3072 


-020 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 
ID 


64964 
LIB3072 


-020 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


64965 
LIB3072 


-020 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


64966 
LIB3072 


-020 


-Ql 


-El 


-Gil 


Seq. 
Seq. 


No. 
ID 


64967 
LIB3072 


-020 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


64968 
LIB3072 


-020 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


64969 
LIB3072 


-020 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 
ID 


64970 
LIB3072 


-021 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


64971 
LIB3072 


-021 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


64972 
LIB3072 


-021 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


64973 
LIB3072 


-021 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


64974 
LIB3072 


-021 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


64975 
LIB3072 


-021 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


64976 
LIB3072 


-021- 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 
ID 


64977 
LIB3072 


-021- 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


64978 
LIB3072 


-021- 


-Ql- 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


64979 
LIB3072- 


-021- 


-Ql- 


-El 


-C8 



9675 



Seq. 
Seq. 


No. 

ID 


64980 
LIB3072 


-021 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


64981 
LIB3072 


-021 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


64982 
LIB3072 


-021 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


64983 
LIB3072 


-021 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 
ID 


64984 
LIB3072 


-021 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 
ID 


64985 
LIB3072 


-021 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


64986 
LIB3072 


-021 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 
ID 


64987 
LIB3072 


-021 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


64988 
LIB3072 


-021 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


64989 
LIB3072 


-021 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 
ID 


64990 
LIB3072 


-021 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


64991 
LIB3072 


-021 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


64992 
LIB3072 


-021 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


64993 
LIB3072 


-021 


-Ql- 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


64994 
LIB3072 


-022- 


-Ql- 


-El 


-A10 


Seq. 
Seq. 


No. 
ID 


64995 
LIB3072 


-022- 


-Ql- 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


64996 
LIB3072 


-022- 


-Ql- 


-El- 


-A2 


Seq. 
Seq. 


No. 

ID 


64997 
LIB3072 


-022- 


-Ql- 


-El- 


-A4 


Seq. 
Seq. 


No. 

ID 


64998 
LIB3072- 


-022- 


-Ql- 


-El- 


-A8 



9676 



Seq. 
Seq. 


No. 

ID 


O 

64999 
LIB3072 


-022 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 
ID 


65000 
LIB3072 


-022 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 
ID 


65001 
LIB3072 


-022 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


65002 
LIB3072 


-022 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 
ID 


65003 
LIB3072 


-022 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


65004 
LIB3072 


-022 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


65005 
LIB3072 


-022 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


65006 
LIB3072 


-022 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


65007 
LIB3072 


-022 


-Ql 


-El 


-F2 


Seq. 
Seq. 


NO. 

ID 


65008 
LIB3072 


-022 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


65009 
LIB3072 


-022 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


65010 
LIB3072 


-022 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


65011 
LIB3072 


-022 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


65012 
LIB3072 


-022 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


65013 
LIB3072 


-022 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


65014 
LIB3072 


-023 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


65015 
LIB3072 


-023 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 
ID 


65016 
LIB3072 


-023 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


65017 
LIB3072 


-023 


-Ql 


-El 


-A9 



9677 



Seq. 
Seq. 


No. 

ID 


II 

65018 
LIB3072 


-023 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


65019 
LIB3072 


-023 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 
ID 


65020 
LIB3072 


-023 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 
ID 


65021 
LIB3072 


-023 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


65022 
LIB3072 


-023 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


65023 
LIB3072 


-023 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 
ID 


65024 
LIB3072 


-023 


-Ql 


-El 


-C7 


Seq. 
Seq. 


No. 
ID 


65025 
LIB3072 


-023 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


65026 
LIB3072 


-023 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 
ID 


65027 
LIB3072 


-023 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


65028 
LIB3072 


-023 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 
ID 


65029 
LIB3072 


-023 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 
ID 


65030 
LIB3072 


-023 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


65031 
LIB3072 


-023 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No, 

ID 


65032 
LIB3072 


-023 


-Ql 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


65033 
LIB3072 


-023- 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 
ID 


65034 
LIB3072 


-023- 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


65035 
LIB3072 


-023- 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


65036 
LIB3072 


-023- 


-Ql 


-El 


-F4 



9678 




Seq. 
Seq. 


No. 

ID 


65037 
LIB3072 


-023 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


65038 
LIB3072 


-023 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 
ID 


65039 
LIB3072 


-023 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


65040 
LIB3072 


-023 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


65041 
LIB3072 


-023 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 
ID 


65042 
LIB3072 


-023 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


65043 
LIB3072 


-023 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


65044 
LIB3072 


-023 


-Ql 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


65045 
LIB3072 


-023 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


65046 
LIB3072 


-023- 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 
ID 


65047 
LIB3072 


-023- 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


65048 
LIB3072 


-024- 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


65049 
LIB3072 


-024- 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


65050 
LIB3072 


-024- 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


65051 
LIB3072 


-024- 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


65052 
LIB3072 


-024- 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


65053 
LIB3072 


-024- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


65054 
LIB3072 


-024- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


65055 
LIB3072 


-024- 


-Ql- 


-El- 


-B6 



9679 



Seq. 
Seq. 


No. 

ID 


65056 
LIB3072 


-024 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 
ID 


65057 
LIB3072 


-024 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


65058 
LIB3072 


-024 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


65059 
LIB3072 


-024 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


65060 
LIB3072 


-024 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


65061 
LIB3072 


-024 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


65062 
LIB3072 


-024 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


65063 
LIB3072 


-024 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 
ID 


65064 
LIB3072 


-024 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


65065 
LIB3072 


-024 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


65066 
LIB3072 


-024 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


65067 
LIB3072 


-024 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


65068 
LIB3072 


-024 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 
ID 


65069 
LIB3072 


-024 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 
ID 


65070 
LIB3072 


-024 


-Ql- 


-El 


-F5 


Seq. 
Seq. 


No. 
ID 


65071 
LIB3072- 


-024- 


-Ql- 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


65072 
LIB3072- 


-024- 


-Ql- 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


65073 
LIB3072- 


-024- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


65074 
LIB3072- 


-024- 


-Ql- 


-El- 


-G5 



9680 



Seq. 
Seq. 


No. 

ID 


65075 
LIB3072 


^024 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 
ID 


65076 
LIB3072 


-024 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


65077 
LIB3072 


-024 


-Ql 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


65078 
LIB3072 


-024 


-Ql 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


65079 
LIB3072 


-024 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 
ID 


65080 
LIB3072 


-024 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 
ID 


65081 
LIB3072 


-025 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 
ID 


65082 
LIB3072 


-025 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


65083 
LIB3072 


-025 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


65084 
LIB3072 


-025 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 

ID 


65085 
LIB3072 


-025 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


65086 
LIB3072 


-025 


-Ql- 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


65087 
LIB3072 


-025 


-Ql- 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


65088 
LIB3072 


-025 


-Ql- 


-El- 


-B2 


Seq. 
Seq. 


No. 

ID 


65089 
LIB3072 


-025 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


65090 
LIB3072 


-025- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 
ID 


65091 
LIB3072- 


-025- 


-Ql- 


-El- 


-C10 


Seq. 
Seq. 


No. 

ID 


65092 
LIB3072- 


-025- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


65093 
LIB3072- 


-025- 


-Ql- 


-El- 


-C4 



9681 



Seq. 
Seq. 


No. 

ID 


# 

65094 
LIB3072 


-025 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


65095 
LIB3072 


-025 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 
ID 


65096 
LIB3072 


-025 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 
ID 


65097 
LIB3072 


-025 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


65098 
LIB3072 


-025 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


65099 
LIB3072 


-025 


-Ql 


-El 


-E12 


Seq. 
Seq. 


No. 

ID 


65100 
LIB3072 


-025 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


65101 
LIB3072 


-025 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


65102 
LIB3072 


-025 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


65103 
LIB3072 


-025 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


65104 
LIB3072 


-025 


-Ql 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


65105 
LIB3072 


-025 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 
ID 


65106 
LIB3072 


-025 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


65107 
LIB3072 


-025 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


65108 
LIB3072 


-025 


-Ql- 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


65109 
LIB3072 


-025- 


-Ql- 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


65110 
LIB3072 


-025- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


65111 
LIB3072 


-025- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 
ID 


65112 
LIB3072 


-025- 


-Ql- 


-El- 


-H4 



9682 



Seq. 
Seq. 


No. 
ID 


# 

65113 
LIB3072 


-025 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


65114 
LIB3072 


-025 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 
ID 


65115 
LIB3072 


-026- 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 

ID 


65116 
LIB3072 


-026- 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 
ID 


65117 
LIB3072 


-026- 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 
ID 


65118 
LIB3072 


-026- 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


65119 
LIB3072 


-026- 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


65120 
LIB3072 


-026- 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


65121 
LIB3072 


-026- 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


65122 
LIB3072 


-026- 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


65123 
LIB3072 


-026- 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


65124 
LIB3072 


-026- 


-Ql 


-El 


-E6 


Seq. 
Seq, 


No. 

ID 


65125 
LIB3072 


-026- 


-Ql- 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


65126 
LIB3072 


-026- 


-Ql- 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


65127 
LIB3072 


-026- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


65128 
LIB3072- 


-026- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


65129 
LIB3072- 


-026- 


-Ql- 


-El- 


-G5 


Seq. 
Seq. 


No. 

ID 


65130 
LIB3072- 


-026- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


65131 
LIB3072- 


-026- 


-Ql- 


-El- 


-H10 



9683 



Seq. 
Seq. 


No. 

ID 


65132 
LIB3072 


-026 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


65133 
LIB3072 


-026 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 
ID 


65134 
LIB3072 


-027 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 
ID 


65135 
LIB3072 


-027 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


65136 
LIB3072 


-027 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 
ID 


65137 
LIB3072 


-027 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


65138 
LIB3072 


-027 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


65139 
LIB3072 


-027 


-Ql 


-El 


-Ql 


Seq. 
Seq. 


No. 

ID 


65140 
LIB3072 


-027 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


65141 
LIB3072 


-027 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


65142 
LIB3072 


-027 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


65143 
LIB3072 


-027 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


65144 
LIB3072 


-027 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 
ID 


65145 
LIB3072 


-027 


-Ql 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


65146 
LIB3072 


-027- 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


65147 
LIB3072 


-027- 


-Ql 


-El- 


-H2 


Seq. 
Seq. 


No. 

ID 


65148 
LIB3072 


-027- 


-Ql- 


-El- 


-H7 


Seq. 
Seq. 


No. 

ID 


65149 
LIB3072- 


-028- 


-Ql- 


-El- 


-Al 


Seq. 
Seq. 


No. 

ID 


65150 
LIB3072- 


-028- 


-Ql- 


-El- 


-Bl 



9684 



# 



Seq. 
Seq. 


No. 

ID 


65151 
LIB3072 


-028 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


65152 
LIB3072 


-028 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 
ID 


65153 
LIB3072 


-028 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


65154 
LIB3072 


-028 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


65155 
LIB3072 


-028 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 
ID 


65156 
LIB3072 


-028 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 
ID 


65157 
LIB3072 


-028 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


65158 
LIB3072 


-028 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


65159 
LIB3072 


-028 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 
ID 


65160 
LIB3072 


-028 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


65161 
LIB3072 


-028 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


65162 
LIB3072 


-028 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


65163 
LIB3072 


-028 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


65164 
LIB3072 


-028 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


65165 
LIB3072 


-028 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


65166 
LIB3072 


-028 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


65167 
LIB3072 


-028 


-Ql 


-El- 


-H4 


Seq. 
Seq. 


No. 
ID 


65168 
LIB3072 


-029 


-Ql 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


65169 
LIB3072 


-029- 


-Ql- 


-El- 


-A3 



9685 



Seq. 
Seq. 


No. 

ID 


65170 
LIB3072 


-029 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


65171 
LIB3072 


-029 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 
ID 


65172 
LIB3072 


-029 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 
ID 


65173 
LIB3072 


-029 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


65174 
LIB3072 


-029 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


65175 
LIB3072 


-029- 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 
ID 


65176 
LIB3072 


-029- 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


65177 
LIB3072 


-029- 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


65178 
LIB3072 


-029- 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 
ID 


65179 
LIB3072 


-029- 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


65180 
LIB3072 


-029- 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


65181 
LIB3072 


-029- 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


65182 
LIB3072 


-029- 


-Ql- 


-El 


-C3 


Seq. 
Seq. 


No. 
ID 


65183 
LIB3072 


-029- 


-Ql- 


-El 


-C7 


Seq. 
Seq. 


No. 
ID 


65184 
LIB3072 


-029- 


-Ql- 


-El- 


-Dl 


Seq. 
Seq. 


No. 

ID 


65185 
LIB3072- 


-029- 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 

ID 


65186 
LIB3072- 


-029- 


-Ql- 


-El- 


-El 


Seq. 
Seq. 


No. 

ID 


65187 
LIB3072- 


-029- 


-Ql- 


-El- 


-E2 


Seq. 
Seq. 


No. 

ID 


65188 
LIB3072- 


-029- 


-Ql- 


-El- 


-E6 



9686 



Seq. 
Seq. 


No. 

ID 


O 

65189 
LIB3072 


-029- 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


65190 
LIB3072 


-029- 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


65191 
LIB3072 


-029- 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


65192 
LIB3072 


-029- 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 
ID 


65193 
LIB3072 


-029- 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


65194 
LIB3072 


-029- 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


65195 
LIB3072 


-029- 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


65196 
LIB3072 


-029- 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 
ID 


65197 
LIB3072 


-029- 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


65198 
LIB3072 


-029- 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


65199 
LIB3072 


-029- 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 
ID 


65200 
LIB3072 


-029- 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 
ID 


65201 
LIB3072 


-029- 


-Ql 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


65202 
LIB3072 


-029- 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


65203 
LIB3072 


-029- 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


65204 
LIB3072 


-029- 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


65205 
LIB3072 


-029- 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


65206 
LIB3072 


-029- 


-Ql- 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


65207 
LIB3072 


-029- 


-Ql- 


-El 


-H6 



9687 




Seq. 
Seq. 


No. 
ID 


65208 
LIB3072 


-029 


-Ql- 


El 


-H8 


Seq. 
Seq. 


No. 

ID 


65209 
LIB3072 


-029 


-Ql- 


El 


-H9 


Seq. 
Seq. 


No. 

ID 


65210 
LIB3072 


-030 


-Ql- 


El 


-Al 


Seq. 
Seq. 


No. 

ID 


65211 
LIB3072 


-030 


-Ql- 


El 


-A10 


Seq. 
Seq. 


No. 
ID 


65212 
LIB3072 


-030 


-Ql- 


El 


-A2 


Seq. 
Seq. 


No. 
ID 


65213 
LIB3072 


-030 


-Ql- 


El 


-A4 


Seq. 
Seq. 


No. 
ID 


65214 
LIB3072 


-030 


-Ql- 


El 


-A5 


Seq. 
Seq. 


No. 
ID 


65215 
LIB3072 


-030 


-Ql- 


El 


-Bl 


Seq. 
Seq. 


No. 
ID 


65216 
LIB3072 


-030 


-Ql- 


El 


-Bll 


Seq. 
Seq. 


No. 
ID 


65217 
LIB3072 


-030 


-Ql- 


El 


-B3 


Seq. 
Seq. 


No. 

ID 


65218 
LIB3072 


-030 


-Ql- 


-El 


-B4 


Seq. 
Seq. 


No. 
ID 


65219 
LIB3072 


-030 


-Ql- 


■El 


-B6 


Seq. 
Seq. 


No. 

ID 


65220 
LIB3072 


-030 


-Ql- 


El 


-B7 


Seq. 
Seq. 


No. 

ID 


65221 
LIB3072 


-030 


-Ql- 


El 


-B9 


Seq. 
Seq. 


No. 
ID 


65222 
LIB3072 


-030 


-Ql- 


El 


-Cll 


Seq. 
Seq. 


No. 

ID 


65223 
LIB3072 


-030 


-Ql- 


El 


-C3 


Seq. 
Seq. 


No. 

ID 


65224 
LIB3072 


-030 


-Ql- 


El 


-C4 


Seq. 
Seq. 


No. 

ID 


65225 
LIB3072 


-030 


-Ql- 


El 


-C6 


Seq. 
Seq. 


No. 
ID 


65226 
LIB3072 


-030 


-Ql- 


El 


-D7 



9688 




Seq. 
Seq. 


No. 
ID 


65227 
LIB3072- 


-030- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


65228 
LIB3072- 


-030- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


65229 
LIB3072- 


-030- 


-Ql- 


-El- 


-E3 


Seq. 
Seq. 


No. 

ID 


65230 
LIB3072- 


-030- 


-Ql- 


-El- 


-E7 


Seq. 
Seq. 


No. 

ID 


65231 
LIB3072 


-030- 


-Ql- 


-El- 


-E8 


Seq. 
Seq. 


No. 

ID 


65232 
LIB3072 


-030- 


-Ql- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


65233 
LIB3072 


-030- 


-Ql 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


65234 
LIB3072 


-030- 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


65235 
LIB3072 


-030 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


65236 
LIB3072 


-030 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


65237 
LIB3072 


-030 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


65238 
LIB3072 


-030 


-Ql 


-El 


-G10 


Seq. 
Seq. 


No. 

ID 


65239 
LIB3072 


-030 


-Ql 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


65240 
LIB3072 


-030 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


65241 
LIB3072 


-030 


-Ql 


-El 


-G5 


Seq. 
Seq. 


No. 

ID 


65242 
LIB3072 


-030 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


65243 
LIB3072 


-030 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


65244 
LIB3072 


-030 


-Ql 


-El 


-G9 


Seq. 
Seq. 


No. 
ID 


65245 
LIB3072 


-030 


-Ql 


-El 


-HI 



9689 



Seq. 
Seq. 


No. 

ID 


65246 
LIB3072 


-030- 


-Ql- 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


65247 
LIB3072 


-030- 


-Ql- 


-El 


-H12 


Seq. 
Seq. 


No. 
ID 


65248 
LIB3072 


-030- 


-Ql- 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


65249 
LIB3072 


-030- 


-Ql- 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


65250 
LIB3072 


-030- 


-Ql- 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


65251 
LIB3072 


-030- 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


65252 
LIB3072 


-031- 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


65253 
LIB3072 


-031- 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


65254 
LIB3072 


-031 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


65255 
LIB3072 


-031 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


65256 
LIB3072 


-031 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


65257 
LIB3072 


-031 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


65258 
LIB3072 


-031 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


65259 
LIB3072 


-031 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


65260 
LIB3072 


-031 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


65261 
LIB3072 


-031 


»Q1 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


65262 
LIB3072 


-031 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


65263 
LIB3072 


-031 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


65264 
LIB3072 


-031 


-Ql 


-El 


-Cll 



9690 




Seq. 
Seq. 


No. 

ID 


65265 
LIB3072- 


-031- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 

ID 


65266 
LIB3072- 


-031- 


-Ql- 


-El- 


-C3 


Seq. 
Seq. 


No. 

ID 


65267 
LIB3072- 


-031- 


-Ql- 


-El- 


-C7 


Seq. 
Seq. 


No. 
ID 


65268 
LIB3072 


-031- 


-Ql- 


-El- 


-C9 


Seq. 
Seq. 


No. 

ID 


65269 
LIB3072 


-031- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 

ID 


65270 
LIB3072 


-031- 


-Ql 


-El- 


-D12 


Seq. 
Seq. 


No. 
ID 


65271 
LIB3072 


-031- 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 
ID 


65272 
LIB3072 


-031- 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


65273 
LIB3072 


-031 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


65274 
LIB3072 


-031 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


65275 
LIB3072 


-031 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


65276 
LIB3072 


-031 


»Q1 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


65277 
LIB3072 


-031 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


65278 
LIB3072 


-031 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 
ID 


65279 
LIB3072 


-031 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


65280 
LIB3072 


-031 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


65281 
LIB3072 


-031 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


65282 
LIB3072 


-031 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


65283 
LIB3072 


-031 


-Ql 


-El 


-G3 



9691 



Seq. 
Seq. 


No. 

ID 


65284 
LIB3072- 


-031- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 
ID 


65285 
LIB3072- 


-031- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


65286 
LIB3072- 


-031- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


65287 
LIB3072- 


-031- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


65288 
LIB3072- 


-031- 


-Ql- 


-El- 


-H3 


Seq. 
Seq. 


No. 

ID 


65289 
LIB3072 


-031- 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 

ID 


65290 
LIB3072 


-031 


-Ql- 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


65291 
LIB3072 


-032- 


-Ql- 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


65292 
LIB3072 


-032 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


65293 
LIB3072 


-032 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 
ID 


65294 
LIB3072 


-032 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


65295 
LIB3072 


-032 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 
ID 


65296 
LIB3072 


-032 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 
ID 


65297 
LIB3072 


-032 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 
ID 


65298 
LIB3072 


-032 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


65299 
LIB3072 


-032 


-Ql 


-El 


-B8 


Seq. 
Seq. 


No. 

ID 


65300 
LIB3072 


-032 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


65301 
LIB3072 


-032 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


65302 
LIB3072 


-032 


-Ql 


-El 


-Cll 



9692 




Seq. 
Seq. 


No. 
ID 


65303 
LIB3072 


-032- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


65304 
LIB3072 


-032- 


-Ql- 


-El- 


-C4 


Seq. 
Seq. 


No. 

ID 


65305 
LIB3072 


-032- 


-Ql- 


-El- 


-C8 


Seq. 
Seq. 


No. 

ID 


65306 
LIB3072 


-032- 


-Ql- 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


65307 
LIB3072 


-032- 


-Ql- 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


65308 
LIB3072 


-032- 


-Ql- 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


65309 
LIB3072 


-032- 


-Ql- 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


65310 
LIB3072 


-032 


-Ql- 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


65311 
LIB3072 


-032 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


65312 
LIB3072 


-032 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


65313 
LIB3072 


-032 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 
ID 


65314 
LIB3072 


-032 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 

ID 


65315 
LIB3072 


-032 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


65316 
LIB3072 


-032 


-Ql 


-El 


-Fll 


Seq. 
Seq. 


No. 

ID 


65317 
LIB3072 


-032 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


65318 
LIB3072 


-032 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


65319 
LIB3072 


-032 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


65320 
LIB3072 


-032 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


65321 
LIB3072 


-032 


-Ql 


-El 


-G3 



9693 




Seq. 
Seq. 


No. 

ID 


65322 
LIB3072- 


-032- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


65323 
LIB3072- 


-032- 


-Ql- 


-El- 


-G5 


Seq. 
Seq. 


No. 

ID 


65324 
LIB3072- 


-032- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


65325 
LIB3072- 


-032- 


-Ql- 


-El- 


-H12 


Seq. 
Seq. 


No. 

ID 


65326 
LIB3072 


-032- 


-Ql- 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


65327 
LIB3072 


-032- 


-Ql- 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


65328 
LIB3072 


-032- 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


65329 
LIB3072 


-032- 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


65330 
LIB3072 


-032- 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


65331 
LIB3072 


-033- 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


65332 
LIB3072 


-033- 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


65333 
LIB3072 


-033 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 
ID 


65334 
LIB3072 


-033 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


65335 
LIB3072 


-033 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 
ID 


65336 
LIB3072 


-033 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 
ID 


65337 
LIB3072 


-033 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 
ID 


65338 
LIB3072 


-033 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


65339 
LIB3072 


-033 


-Ql 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


65340 
LIB3072 


-033 


-Ql 


-El 


-B9 



9694 




Seq, 
Seq. 


No. 

ID 


65341 
LIB3072- 


-033- 


-Ql- 


-El- 


-CI 


Seq. 
Seq. 


No. 
ID 


65342 
LIB3072- 


-033- 


-Ql- 


-El- 


-C12 


Seq. 
Seq. 


No. 
ID 


65343 
LIB3072- 


-033- 


-Ql- 


-El- 


-D10 


Seq. 
Seq. 


No. 
ID 


65344 
LIB3072- 


-033- 


-Ql- 


-El- 


-Dll 


Seq. 
Seq. 


No. 
ID 


65345 
LIB3072 


-033- 


-Ql- 


-El- 


-D6 


Seq. 
Seq. 


No. 
ID 


65346 
LIB3072 


-033- 


-Ql- 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


65347 
LIB3072 


-033- 


-Ql- 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


65348 
LIB3072 


-033- 


-Ql- 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


65349 
LIB3072 


-033- 


-Ql- 


-El 


-Ell 


Seq. 
Seq. 


No. 
ID 


65350 
LIB3072 


-033- 


-Ql- 


-El 


-E12 


Seq. 
Seq. 


No. 

ID 


65351 
LIB3072 


-033 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


65352 
LIB3072 


-033 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


65353 
LIB3072 


-033 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


65354 
LIB3072 


-033 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


65355 
LIB3072 


-033 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


65356 
LIB3072 


-033 


-Ql 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


65357 
LIB3072 


-033 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


65358 
LIB3072 


-033 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


65359 
LIB3072 


-033 


-Ql 


-El 


-F7 



9695 




Seq. 
Seq. 


No. 

ID 


65360 
LIB3072- 


-033- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


65361 
LIB3072- 


-033- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


65362 
LIB3072- 


-033- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


65363 
LIB3072- 


-033- 


-Ql- 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


65364 
LIB3072 


-033- 


-Ql- 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


65365 
LIB3072 


-033- 


-Ql- 


-El 


-G9 


Seq. 
Seq. 


No. 
ID 


65366 
LIB3072 


-033- 


-Ql- 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


65367 
LIB3072 


-033- 


-Ql- 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


65368 
LIB3072 


-033 


-Ql- 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


65369 
LIB3072 


-033 


-Ql- 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


65370 
LIB3072 


-033 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


65371 
LIB3072 


-033 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


65372 
LIB3072 


-033 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


65373 
LIB3072 


-034 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 
ID 


65374 
LIB3072 


-034 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


65375 
LIB3072 


-034 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


65376 
LIB3072 


-034 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


65377 
LIB3072 


-034 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


65378 
LIB3072 


-034 


-Ql 


-El 


-A9 



9696 



Seq. 
Seq. 


No. 

ID 


65379 
LIB3072 


-034 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


65380 
LIB3072 


-034 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 
ID 


65381 
LIB3072- 


-034 


-Ql- 


-El 


-B4 


Seq. 
Seq. 


No. 
ID 


65382 
LIB3072 


-034 


-Ql- 


-El 


-B5 


Seq. 
Seq. 


No. 
ID 


65383 
LIB3072 


-034 


-Ql- 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


65384 
LIB3072 


-034 


-Ql- 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


65385 
LIB3072 


-034 


-Ql- 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


" 65386 
LIB3072 


-034 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


65387 
LIB3072 


-034 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 
ID 


65388 
LIB3072 


-034 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


65389 
LIB3072 


-034 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


65390 
LIB3072 


-034 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


65391 
LIB3072 


-034 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


65392 
LIB3072 


-034 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 
ID 


65393 
LIB3072 


-034 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 
ID 


65394 
LIB3072 


-034 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


65395 
LIB3072 


-034 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


65396 
LIB3072 


-034 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 
ID 


65397 
LIB3072 


-034 


-Ql 


-El 


-E9 



Seq. 
Seq. 


No. 

ID 


65398 
LIB3072- 


-034- 


-Q1- 


-El- 


-F10 


Seq. 
Seq. 


No. 

ID 


65399 
LIB3072- 


-034- 


-Ql- 


-El- 


-F12 


Seq. 
Seq. 


No. 

ID 


65400 
LIB3072- 


-034- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


65401 
LIB3072- 


-034- 


-Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


65402 
LIB3072- 


-034- 


-Ql- 


-El- 


-F5 


Seq. 
Seq. 


No. 
ID 


65403 
LIB3072- 


-034- 


-Ql- 


-El- 


-F8 


Seq. 
Seq. 


No. 

ID 


65404 
LIB3072 


-034 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


65405 
LIB3072 


-034 


-Ql- 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


65406 
LIB3072 


-034 


-Ql- 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


65407 
LIB3072 


-034 


-Ql- 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


65408 
LIB3072 


-034 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


65409 
LIB3072 


-034 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


65410 
LIB3072 


-034 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


65411 
LIB3072 


-034 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


65412 
LIB3072 


-035 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 
ID 


65413 
LIB3072 


-035 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 
ID 


65414 
LIB3072 


-035 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 
ID 


65415 
LIB3072 


-035 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 
ID 


65416 
LIB3072 


-035 


-Ql 


-El 


-Bl 



9698 



Seq. 
Seq. 


No. 
ID 


• 

65417 
LIB3072 


-035- 


-Ql- 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID 


65418 
LIB3072 


-035- 


-Ql- 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


65419 
LIB3072- 


-035- 


-Ql- 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


65420 
LIB3072 


-035- 


-Ql- 


-El 


-B8 


Seq. 
Seq. 


No. 
ID 


65421 
LIB3072 


-035- 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


65422 
LIB3072 


-035 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


65423 
LIB3072 


-035 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


65424 
LIB3072 


-035 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


65425 
LIB3072 


-035 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 
ID 


65426 
LIB3072 


-035 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


65427 
LIB3072 


-035 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 
ID 


65428 
LIB3072 


-035 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 
ID 


65429 
LIB3072 


-035 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


65430 
LIB3072 


-035 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 
ID 


65431 
LIB3072 


-035 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 
ID 


65432 
LIB3072 


-035 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 
ID 


65433 
LIB3072 


-035 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 

ID 


65434 
LIB3072 


-035 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 
ID 


65435 
LIB3072 


-035 


-Ql 


-El 


-Fl 



9699 




Seq, 
Seq. 


No. 

ID 


65436 
LIB3072- 


-035- 


■Ql- 


•El- 


-F12 


Seq. 
Seq. 


No. 

ID 


65437 
LIB3072- 


-035- 


■Ql- 


■El- 


-F2 


Seq. 
Seq. 


No. 

ID 


65438 
LIB3072- 


-035- 


■Ql- 


-El- 


-F3 


Seq. 
Seq. 


No. 

ID 


65439 
LIB3072- 


-035- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 

ID 


65440 
LIB3072- 


-035- 


-Ql- 


■El- 


-F7 


Seq. 
Seq. 


No. 

ID 


65441 
LIB3072- 


-035- 


-Ql- 


-El- 


-F9 


Seq. 
Seq. 


No. 

ID 


65442 
LIB3072- 


-035- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


65443 
LIB3072- 


-035- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 

ID 


65444 
LIB3072- 


-035- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


65445 
LIB3072- 


-035- 


-Ql- 


-El- 


-G5 


Seq. 
Seq. 


No. 

ID 


65446 
LIB3072- 


-035- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


65447 
LIB3072 


-035- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


65448 
LIB3072 


-035- 


-Ql- 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


65449 
LIB3072 


-035- 


-Ql- 


-El 


-H3 


Seq. 
Seq. 


No. 
ID 


65450 
LIB3072 


-035- 


-Ql- 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


65451 
LIB3072 


-035 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


65452 
LIB3072 


-035 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


65453 
LIB3072 


-036 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 
ID 


65454 
LIB3072 


-036 


-Ql 


-El 


-A6 



9700 




Seq. 
Seq. 


No. 

ID 


65455 
LIB3072- 


-036- 


-Ql- 


-El- 


-A7 


Seq. 
Seq. 


No. 
ID 


65456 
LIB3072- 


-036- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 
ID 


65457 
LIB3072 


-036- 


-Ql- 


-El- 


-B12 


Seq. 
Seq. 


No. 

ID 


65458 
LIB3072 


-036- 


-Ql- 


-El- 


-B4 


Seq. 
Seq. 


No. 

ID 


65459 
LIB3072 


-036- 


-Ql- 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


65460 
LIB3072 


-036- 


-Ql- 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


65461 
LIB3072 


-036- 


-Ql- 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


65462 
' LIB3072 


-036- 


-Ql- 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


65463 
LIB3072 


-036- 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


65464 
LIB3072 


-036 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


65465 
LIB3072 


-036 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


65466 
LIB3072 


-036 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


65467 
LIB3072 


-036 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


65468 
LIB3072 


-036 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 
ID 


65469 
LIB3072 


-036 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


65470 
LIB3072 


-036 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


65471 
LIB3072 


-036 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 

ID 


65472 
LIB3072 


-036 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


65473 
LIB3072 


-036 


-Ql 


-El 


-F5 



9701 



Seq. 
Seq. 


No. 

ID 


O 

65474 
LIB3072 


-036 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


65475 
LIB3072 


-036 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 

ID 


65476 
LIB3072 


-036 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


65477 
LIB3072 


-036 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


65478 
LIB3072 


-036 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


65479 
LIB3072 


-036 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


65480 
LIB3072 


-036 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


65481 
LIB3072 


-037- 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


65482 
LIB3072 


-037 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


65483 
LIB3072 


-037- 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


65484 
LIB3072 


-037- 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


65485 
LIB3072 


-037- 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


65486 
LIB3072 


-037- 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


65487 
LIB3072 


-037- 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


65488 
LIB3072 


-037- 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


65489 
LIB3072 


-037- 


-Ql 


-El 


-B8 


Seq. 
Seq. 


No. 
ID 


65490 
LIB3072 


-037- 


-Ql- 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


65491 
LIB3072 


-037- 


-Ql- 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


65492 
LIB3072 


-037- 


-Ql- 


-El- 


-C12 



9702 



Seq. 
Seq. 


No. 

ID 


II 

65493 
LIB3072 


-037 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


65494 
LIB3072 


-037 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


65495 
LIB3072 


-037 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


65496 
LIB3072 


-037 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 

ID 


65497 
LIB3072 


-037 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


65498 
LIB3072 


-037 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 

ID 


65499 
LIB3072 


-037 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


65500 
LIB3072 


-037 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 
ID 


65501 
LIB3072 


-037 


-Ql 


-El 


-F10 


Seq. 
Seq. 


No. 

ID 


65502 
LIB3072 


-037 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 
ID 


65503 
LIB3072 


-037 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


65504 
LIB3072 


-037 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


65505 
LIB3072 


-037 


-Ql 


-El 


-G10 


Seq. 
Seq. 


No. 

ID 


65506 
LIB3072 


-037 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


65507 
LIB3072 


-037 


-Ql- 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


65508 
LIB3072 


-037 


-Ql- 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


65509 
LIB3072 


-037- 


-Ql- 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


65510 
LIB3072 


-037- 


-Ql- 


-El- 


-H5 


Seq. 
Seq. 


No. 

ID 


65511 
LIB3072 


-037- 


-Ql- 


-El- 


-H6 



9703 



Seq. 
Seq. 


No. 
ID 


O 

65512 
LIB3072 


-037 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


65513 
LIB3072 


-038 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 
ID 


65514 
LIB3072 


-038 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


65515 
LIB3072 


-038 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 
ID 


65516 
LIB3072 


-038 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 
ID 


65517 
LIB3072 


-038 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 
ID 


65518 
LIB3072 


-038 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


65519 
LIB3072 


-038 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


65520 
LIB3072 


-038 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 
ID 


65521 
LIB3072 


-038 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 

ID 


65522 
LIB3072 


-038 


-Ql 


-El 


-B8 


Seq. 
Seq. 


No. 

ID 


65523 
LIB3072 


-038 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


65524 
LIB3072 


-038 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


65525 
LIB3072 


-038 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 

ID 


65526 
LIB3072 


-038 


-Ql- 


-El 


-Dll 


Seq. 
Seq. 


No. 

ID 


65527 
LIB3072 


-038 


-Ql- 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


65528 
LIB3072 


-038- 


-Ql- 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


65529 
LIB3072 


-038- 


-Ql- 


-El- 


-D7 


Seq. 
Seq. 


No. 

ID 


65530 
LIB3072- 


-038- 


-Ql- 


-El- 


-D9 



9704 




Seq. 
Seq. 


No. 
ID 


65531 
LIB3072 


-038 


-Ql- 


•El 


-E10 


Seq. 
Seq. 


No. 
ID 


65532 
LIB3072 


-038 


-Ql- 


•El 


-E12 


Seq. 
Seq. 


No. 

ID 


65533 
LIB3072 


-038 


-Ql- 


■El 


-E2 


Seq. 
Seq. 


No. 

ID 


65534 
LIB3072 


-038 


-Ql- 


■El 


-E5 


Seq. 
Seq. 


No. 

ID 


65535 
LIB3072 


-038 


-Ql- 


■El 


-Fll 


Seq. 
Seq. 


No. 

ID 


65536 
LIB3072 


-038 


-Ql- 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


65537 
LIB3072 


-038 


-Ql- 


■El 


-F6 


Seq. 
Seq. 


No. 

ID 


65538 
LIB3072 


-038 


-Ql- 


■El 


-F7 


Seq. 
Seq. 


No. 

ID 


65539 
LIB3072 


-038 


-Ql- 


■El 


-F8 


Seq. 
Seq. 


No. 

ID 


65540 
LIB3072 


-038 


-Ql- 


■El 


-F9 


Seq. 
Seq. 


No. 

ID 


65541 
LIB3072 


-038 


-Ql- 


■El 


-G10 


Seq. 
Seq. 


No. 

ID 


65542 
LIB3072 


-038 


-Ql- 


■El 


-Gil 


Seq. 
Seq. 


No. 

ID 


65543 
LIB3072 


-038 


-Ql- 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


65544 
LIB3072 


-038 


-Ql- 


■El 


-G2 


Seq. 
Seq. 


No. 

ID 


65545 
LIB3072 


-038 


-Ql- 


■El 


-G3 


Seq. 
Seq. 


No. 

ID 


65546 
LIB3072 


-038 


-Ql- 


El 


-G4 


Seq. 
Seq. 


No. 
ID 


65547 
LIB3072 


-038 


-Ql- 


El 


-G6 


Seq. 
Seq. 


No. 

ID 


65548 
LIB3072 


-038 


-Ql- 


El 


-HI 


Seq. 
Seq. 


No. 

ID 


65549 
LIB3072 


-038 


-Ql- 


El- 


-Hll 



9705 



Seq. 
Seq. 


No. 

ID 


65550 
LIB3072 


-038 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


65551 
LIB3072 


-038 


-Ql 


-El 


-H4 


Seq. 
Seq. 


No. 

ID 


65552 
LIB3072 


-038 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


65553 
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-Ql- 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


65738 
LIB3072 


-049- 


-Ql- 


-Kl 


-D7 


Seq. 
Seq. 


No, 

ID 


65739 
LIB3072 


-049- 


-Ql- 


-Kl 


-E3 



9715 



Seq. 
Seq. 


No. 

ID 


O 

65740 
LIB3072 


-049 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


65741 
LIB3072 


-049 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


65742 
LIB3072 


-049 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


65743 
LIB3072 


-049 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


65744 
LIB3072 


-049 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 
ID 


65745 
LIB3072 


-049 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 
ID 


65746 
LIB3072 


-049 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 
ID 


65747 
LIB3072 


-049 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 
ID 


65748 
LIB3072 


-049 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 
ID 


65749 
LIB3072 


-050 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


65750 
LIB3072 


-050 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


65751 
LIB3072 


-050 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


65752 
LIB3072 


-050 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


65753 
LIB3072 


-050- 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 
ID 


65754 
LIB3072 


-050- 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


65755 
LIB3072 


-050- 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


65756 
LIB3072 


-050- 


-Ql- 


-Kl 


-A8 


Seq. 
Seq. 


No. 
ID 


65757 
LIB3072 


-050- 


-Ql- 


-Kl 


-B6 


Seq. 
Seq. 


No. 
ID 


65758 
LIB3072 


-050- 


-Ql- 


-Kl- 


-B8 



9716 



Seq. 
Seq. 


No. 

ID 


# 

65759 
LIB3072 


-050 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


65760 
LIB3072 


-050 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


65761 
LIB3072 


-050 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


65762 
LIB3072 


-050 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


65763 
LIB3072 


-050 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


65764 
LIB3072 


-050 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


65765 
LIB3072 


-050 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


65766 
LIB3072 


-050 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


65767 
LIB3072 


-050 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 
ID 


65768 
LIB3072 


-050 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


65769 
LIB3072 


-050 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 
ID 


65770 
LIB3072 


-050 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 
ID 


65771 
LIB3072 


-050 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 
ID 


65772 
LIB3072 


-050 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


65773 
LIB3072 


-050 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


65774 
LIB3072 


-050 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


65775 
LIB3072 


-050 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 
ID 


65776 
LIB3072 


-050 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


65777 
LIB3072 


-050 


-Ql 


-Kl 


-F8 



9717 



Seq. 
Seq. 


No. 

ID 


65778 
LIB3072- 


-050- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


65779 
LIB3072- 


-050- 


-Ql- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


65780 
LIB3072- 


-050- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 
ID 


65781 
LIB3072- 


-051- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 
ID 


65782 
LIB3072- 


-051- 


-Ql- 


-El- 


-A12 


Seq. 
Seq. 


No. 

ID 


65783 
LIB3072 


-051- 


-Ql 


-El- 


-A6 


Seq. 
Seq. 


No. 

ID 


65784 
LIB3072 


-051- 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


65785 
LIB3072 


-051- 


-Ql 


-El 


-B10 


Seq. 
Seq. 


No. 

ID 


65786 
LIB3072 


-051- 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 
ID 


65787 
LIB3072 


-051 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 
ID 


65788 
LIB3072 


-051 


-Ql 


-El 


-B8 


Seq. 
Seq. 


No. 
ID 


65789 
LIB3072 


-051 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


65790 
LIB3072 


-051 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


65791 
LIB3072 


-051 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 
ID 


65792 
LIB3072 


-051 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


65793 
LIB3072 


-051 


-Ql 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


65794 
LIB3072 


-051 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


65795 
LIB3072 


-051 


-Ql 


-El 


-D7 


Seq. 
Seq. 


No. 
ID 


65796 
LIB3072 


-051 


-Ql 


-El 


-D9 



9718 



Seq. 
Seq. 


No. 
ID 


# 

65797 
LIB3072 


-051 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 
ID 


65798 
LIB3072 


-051 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 
ID 


65799 
LIB3072 


-051 


-Ql 


-El 


-E12 


Seq. 
Seq. 


No. 

ID 


65800 
LIB3072 


-051 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


65801 
LIB3072 


-051 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 
ID 


65802 
LIB3072 


-051 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 

ID 


65803 
LIB3072 


-051 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


65804 
LIB3072 


-051 


-Ql 


-El 


-F10 


Seq. 
Seq. 


No. 
ID 


65805 
LIB3072 


-051 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


65806 
LIB3072 


-051 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 
ID 


65807 
LIB3072 


-051 


-Ql 


-El 


-G10 


Seq. 
Seq. 


No. 
ID 


65808 
LIB3072 


-051 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 
ID 


65809 
LIB3072 


-051 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


65810 
LIB3072 


-051 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


65811 
LIB3072 


-052- 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


65812 
LIB3072 


-052- 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


65813 
LIB3072 


-052- 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 
ID 


65814 
LIB3072 


-052- 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


65815 
LIB3072 


-052- 


-Ql 


-El 


-D7 



9719 



Seq. 
Seq. 


No. 

ID 


# 

65816 
LIB3072 


-052 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


65817 
LIB3072 


-052 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


65818 
LIB3072 


-052 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 

ID 


65819 
LIB3072 


-052 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 
ID 


65820 
LIB3072 


-052 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


65821 
LIB3072 


-052 


-Ql 


-El 


-Gil 


Seq. 
Seq. 


No. 

ID 


65822 
LIB3072 


-052 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


65823 
LIB3072 


-052 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


65824 
LIB3072 


-052 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 
ID 


65825 
LIB3072 


-052 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


65826 
LIB3072 


-052 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


65827 
LIB3072 


-052 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


65828 
LIB3072 


-052 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


65829 
LIB3072 


-053 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 
ID 


65830 
LIB3072 


-053 


-Ql 


-El 


-B5 


Seq. 
Seq. 


No. 
ID 


65831 
LIB3072 


-053- 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


65832 
LIB3072 


-053- 


-Ql- 


-El- 


-B7 


Seq. 
Seq. 


No. 

ID 


65833 
LIB3072 


-053- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 

ID 


65834 
LIB3072 


-053- 


-Ql- 


-El- 


-CI 



9720 



Seq. 
Seq. 


No. 
ID 


65835 
LIB3072 


-053 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


65836 
LIB3072 


-053 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


65837 
LIB3072 


-053 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 
ID 


65838 
LIB3072 


-053 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 
ID 


65839 
LIB3072 


-053 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


65840 
LIB3072 


-053 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 
ID 


65841 
LIB3072 


-053 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


65842 
LIB3072 


-053 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


65843 
LIB3072 


-053 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 
ID 


65844 
LIB3072 


-053 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


65845 
LIB3072 


-053 


-Ql 


-El 


-Ell 


Seq. 
Seq. 


No. 

ID 


65846 
LIB3072 


-053 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


65847 
LIB3072 


-053 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 
ID 


65848 
LIB3072 


-053 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 
ID 


65849 
LIB3072 


-053 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 
ID 


65850 
LIB3072 


-053 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 
ID 


65851 
LIB3072 


-053 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


65852 
LIB3072 


-053 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


65853 
LIB3072 


-053 


-Ql 


-El 


-G8 



Seq, 
Seq, 


No. 

ID 


65854 
LIB3072 


-053 


-Ql 


-El 


-G9 


Seq. 
Seq. 


No. 

ID 


65855 
LIB3072 


-053 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


65856 
LIB3072 


-053 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


65857 
LIB3072 


-053 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


65858 
LIB3072 


-053 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


65859 
LIB3072 


-054 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 

ID 


65860 
LIB3072 


-054 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


65861 
LIB3072 


-054 


-Ql 


-El 


-A9 


Seq. 
Seq. 


No. 

ID 


65862 
LIB3072 


-054 


-Ql 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


65863 
LIB3072 


-054 


-Ql 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


65864 
LIB3072 


-054 


-Ql 


-El 


-B8 


Seq. 
Seq. 


No. 

ID 


65865 
LIB3072 


-054 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


65866 
LIB3072 


-054 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


65867 
LIB3072 


-054 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


65868 
LIB3072 


-054 


-Ql 


-El 


-C5 


Seq. 
Seq. 


No. 

ID 


65869 
LIB3072 


-054 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


65870 
LIB3072 


-054 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


65871 
LIB3072 


-054 


-Ql 


-El 


-C9 


Seq. 
Seq. 


No. 
ID 


65872 
LIB3072 


-054 


-Ql 


-El 


-Dl 



9722 



Seq. 
Seq. 


No. 

ID 


O 

65873 
LIB3072 


-054 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


65874 
LIB3072 


-054 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 
ID 


65875 
LIB3072 


-054 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 
ID 


65876 
LIB3072 


-054 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


65877 
LIB3072 


-054 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 
ID 


65878 
LIB3072 


-054 


-Ql 


-El 


-E6 


Seq. 
Seq. 


No. 

ID 


65879 
LIB3072 


-054 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


65880 
LIB3072 


-054 


-Ql 


-El 


-F10 


Seq. 
Seq. 


No. 
ID 


65881 
LIB3072 


-054 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


65882 
LIB3072 


-054 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


65883 
LIB3072 


-054 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 
ID 


65884 
LIB3072 


-054 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


65885 
LIB3072 


-054 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


65886 
LIB3072 


-054 


-Ql 


-El 


-H12 


Seq, 
Seq. 


No. 
ID 


65887 
LIB3072 


-054 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 
ID 


65888 
LIB3072 


-054 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 
ID 


65889 
LIB3072 


-054 


-Ql- 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


65890 
LIB3072 


-054 


-Ql- 


-El 


-H8 


Seq. 
Seq. 


No. 
ID 


65891 
LIB3072 


-055 


-Ql- 


-Kl 


-Al 



9723 



Seq. 
Seq. 


No. 

ID 


# 

65892 
LIB3072 


-055 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


65893 
LIB3072 


-055 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


65894 
LIB3072 


-055 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


65895 
LIB3072 


-055 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


65896 
LIB3072 


-055 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 
ID 


65897 
LIB3072 


-055 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 
ID 


65898 
LIB3072 


-055 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


65899 
LIB3072 


-055 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


65900 
LIB3072 


-055- 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


65901 
LIB3072 


-055- 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


65902 
LIB3072 


-055- 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


65903 
LIB3072 


-055- 


»Q1 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


65904 
LIB3072 


-055- 


-Ql- 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


65905 
LIB3072 


-055- 


-Ql- 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


65906 
LIB3072 


-055- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 
ID 


65907 
LIB3072 


-055- 


-Ql- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 
ID 


65908 
LIB3072- 


-055- 


-Ql- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


65909 
LIB3072- 


-055- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


65910 
LIB3072- 


-055- 


-Ql- 


-Kl- 


-F10 



9724 



Seq. 
Seq. 


No. 

ID 


# 

65911 
LIB3072 


-055 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


65912 
LIB3072 


-055 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


65913 
LIB3072 


-055 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 
ID 


65914 
LIB3072 


-055 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


65915 
LIB3072 


-055 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


65916 
LIB3072 


-055 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


65917 
LIB3072 


-055 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


65918 
LIB3072 


-056 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 
ID 


65919 
LIB3072 


-056 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


65920 
LIB3072 


-056 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


65921 
LIB3072 


-056 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


65922 
LIB3072 


-056 


-Ql 


-Kl 


-B3 


Seq. 
Seq. 
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-Ql- 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


66477 
LIB3073- 


018 


-Ql- 


-Kl 


-F7 


Seq. 
Seq. 


No. 
ID 


66478 
LIB3073- 


018 


-Ql- 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


66479 
LIB3073- 


018 


-Ql- 


-Kl 


-G12 


Seq. 
Seq. 


No. 
ID 


66480 
LIB3073- 


018 


-Ql- 


-Kl- 


-G5 



9754 




Seq. 
Seq. 


No. 

ID 


66481 
LIB3073- 


-018- 


-Ql- 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


66482 
LIB3073- 


-018- 


-Ql- 


-Kl 


-H8 


Seq. 
Seq. 


No. 
ID 


66483 
LIB3073- 


-019- 


-Ql- 


-Kl 


-B10 


Seq. 
Seq. 


No. 
ID 


66484 
LIB3073- 


-019- 


-Ql- 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


66485 
LIB3073 


-019- 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 
ID 


66486 
LIB3073 


-019- 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


66487 
LIB3073 


-019- 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


66488 
LIB3073 


-019- 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


66489 
LIB3073 


-019- 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 
ID 


66490 
LIB3073 


-019- 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


66491 
LIB3073 


-019- 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


66492 
LIB3073 


-019 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 
ID 


66493 
LIB3073 


-019 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 
ID 


66494 
LIB3073 


-019 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 
ID 


66495 
LIB3073 


-019 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


66496 
LIB3073 


-019 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


66497 
LIB3073 


-019 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


66498 
LIB3073 


-019 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 
ID 


66499 
LIB3073 


-019 


-Ql 


-Kl 


-F5 



9755 




Seq. 
Seq. 


No. 

ID 


66500 
LIB3073 


-019 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


66501 
LIB3073- 


-019 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


66502 
LIB3073- 


-019 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


66503 
LIB3073 


-019 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


66504 
LIB3073 


-019 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


66505 
LIB3073 


-019 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


66506 
LIB3073 


-019 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


66507 
LIB3073 


-019 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


66508 
LIB3073 


-020 


-Ql 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


66509 
LIB3073 


-020 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


66510 
LIB3073 


-020 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


66511 
LIB3073 


-020 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


66512 
LIB3073 


-020 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


66513 
LIB3073 


-020 


-Ql 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


66514 
LIB3073 


-020 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


66515 
LIB3073 


-020 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


66516 
LIB3073 


-020 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


66517 
LIB3073 


-020 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


66518 
LIB3073 


-020 


-Ql 


-Kl 


-E6 



9756 




Seq. 
Seq. 


No. 

ID 


66519 
LIB3073- 


020 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


66520 
LIB3073- 


020 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


66521 
LIB3073- 


020 


-Ql 


-Kl 


-F10 


Seq. 
Seq. 


No. 
ID 


66522 
LIB3073- 


020 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


66523 
LIB3073- 


020 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


66524 
LIB3073- 


020 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


66525 
LIB3073- 


020 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


66526 
LIB3073- 


020 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


66527 
LIB3073- 


020 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


66528 
LIB3073- 


020 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


66529 
LIB3073- 


020 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


66530 
LIB3073- 


021 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


66531 
LIB3073- 


021 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


66532 
LIB3073- 


021 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 
ID 


66533 
LIB3073- 


021 


-Ql 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


66534 
LIB3073- 


021 


-Ql 


-Kl 


-B4 


Seq. 
Seq. 


No. 
ID 


66535 
LIB3073- 


021 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


66536 
LIB3073- 


021 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 
ID 


66537 
LIB3073- 


021 


-Ql 


-Kl 


-C9 



9757 




Seq. 
Seq. 


No. 
ID 


66538 
LIB3073- 


021 


-Ql 


-Kl 


-D10 


Seq. 
Seq. 


No. 
ID 


66539 
LIB3073- 


021 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


66540 
LIB3073- 


021 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


66541 
LIB3073- 


021 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 
ID 


66542 
LIB3073- 


021 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


66543 
LIB3073- 


021 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


66544 
LIB3073- 


021 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


66545 
LIB3073- 


021 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


66546 
LIB3073- 


021 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 
ID 


66547 
LIB3073- 


021 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 
ID 


66548 
LIB3073- 


021 


-Ql 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


66549 
LIB3073- 


021 


-Ql 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


66550 
LIB3073- 


021 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


66551 
LIB3073- 


021 


-Ql 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


66552 
LIB3073- 


021 


-Ql 


-Kl 


-H8 


Seq. 
Seq. 


No. 
ID 


66553 
LIB3073- 


022 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


66554 
LIB3073- 


022 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


66555 
LIB3073- 


022 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 
ID 


66556 
LIB3073- 


022 


-Ql 


-Kl 


-E10 



9758 




Seq. 
Seq. 


No. 

ID 


66557 
LIB3073- 


-022- 


-Ql- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 
ID 


66558 
LIB3073- 


-022- 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


66559 
LIB3073- 


-023- 


-Ql 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


66560 
LIB3073- 


-023- 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 
ID 


66561 
LIB3073- 


-023- 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 
ID 


66562 
LIB3073 


-023- 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 
ID 


66563 
LIB3073 


-023 


-Ql 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


66564 
LIB3073 


-023 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


66565 
LIB3073 


-023 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


66566 
LIB3073 


-023 


-Ql 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


66567 
LIB3073 


-023 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


66568 
LIB3073 


-023 


-Ql 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


66569 
LIB3073 


-023 


-Ql 


-Kl 


-E8 


Seq. 
Seq. 


No. 
ID 


66570 
LIB3073 


-023 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 
ID 


66571 
LIB3073 


-023 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


66572 
LIB3073 


-023 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


66573 
LIB3073 


-023 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


66574 
LIB3073 


-024 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


NO. 
ID 


66575 
LIB3073 


-024 


-Ql 


-Kl 


-A7 



9759 



Seq. 
Seq. 


No. 
ID 


# 

66576 
LIB3073- 


024- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


66577 
LIB3073- 


024 


-Ql- 


-Kl 


-A9 


Seq* 
Seq. 


No. 

ID 


66578 
LIB3073- 


024 


-Ql- 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


66579 
LIB3073- 


024 


-Ql- 


-Kl 


-D6 


Seq. 
Seq. 


No. 
ID 


66580 
LIB3073- 


024 


-Ql- 


-Kl 


-D7 


Seq. 
Seq. 


No. 
ID 


66581 
LIB3073- 


024 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 
ID 


66582 
LIB3073- 


024 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 
ID 


66583 
LIB3073- 


024 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


66584 
LIB3073- 


024 


-Ql 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


66585 
LIB3073- 


024 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


66586 
LIB3073- 


024 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


66587 
LIB3073- 


024 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 
ID 


66588 
LIB3073- 


•024 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


66589 
LIB3073- 


■024 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


66590 
LIB3073- 


■024 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


66591 
LIB3073- 


•024 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


66592 
LIB3073- 


•025 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 
ID 


66593 
LIB3073- 


•025 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


66594 
LIB3073- 


•025 


-Ql 


-Kl 


-A9 



9760 



Seq. 
Seq. 


No. 
ID 


O 

66595 
LIB3073 


-025 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 
ID 


66596 
LIB3073 


-025 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 
ID 


66597 
LIB3073 


-025 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 
ID 


66598 
LIB3073 


-025 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 
ID 


66599 
LIB3073 


-025 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 
ID 


66600 
LIB3073 


-025 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


66601 
LIB3073 


-025 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 
ID 


66602 
LIB3073 


-025 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 
ID 


66603 
LIB3073 


-025 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


66604 
LIB3073 


-025 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 
ID 


66605 
LIB3073 


-025 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 
ID 


66606 
LIB3073 


-025 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 
ID 


66607 
LIB3073 


-025 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 
ID 


66608 
LIB3073 


-025 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 
ID 


66609 
LIB3073 


-025 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


66610 
LIB3073 


-025 


-Ql 


-Kl 


-H2 


Seq. 
Seq. 


No. 
ID 


66611 
LIB3073 


-025 


-Ql 


-Kl 


-H8 


Seq. 
Seq. 


No. 
ID 


66612 
LIB3073 


-026 


-Ql 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


66613 
LIB3073 


-026 


-Ql 


-Kl 


-A6 



9761 




Seq. 
Seq. 


No. 

ID 


66614 
LIB3073- 


026- 


-Ql 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


66615 
LIB3073- 


026- 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


66616 
LIB3073- 


026- 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


66617 
LIB3073- 


026- 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


66618 
LIB3073- 


026- 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


66619 
LIB3073- 


026- 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


66620 
LIB3073- 


026- 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


66621 
LIB3073- 


026 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


66622 
LIB3073- 


026- 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 
ID 


66623 
LIB3073- 


026 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


66624 
LIB3073- 


026 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


66625 
LIB3073- 


026 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


66626 
LIB3073- 


026 


-Ql 


-Kl 


~G2 


Seq. 
Seq. 


No. 

ID 


66627 
LIB3073- 


026 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


66628 
LIB3073- 


026- 


-Ql 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


66629 
LIB3073- 


026- 


-Ql 


»K1 


-G7 


Seq. 
Seq. 


No. 

ID 


66630 
LIB3073- 


026- 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


66631 
LIB3073- 


026- 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


66632 
LIB3073- 


026- 


-Ql 


-Kl 


-H3 



9762 




Seq. 
Seq. 


No. 

ID 


66633 
LIB3074- 


-003- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 
ID 


66634 
LIB3074- 


-003- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


66635 
LIB3074 


-003- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


66636 
LIB3074 


-003- 


-Ql- 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


66637 
LIB3074 


-003- 


-Ql- 


-Kl 


-Bl 


Seq. 
Seq. 


No. 
ID 


66638 
LIB3074 


-003- 


-Ql- 


-Kl 


-B10 


Seq. 
Seq. 


No. 
ID 


66639 
LIB3074 


-003- 


-Ql- 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


66640 
LIB3074 


-003- 


-Ql- 


-Kl 


-B5 


Seq. 
Seq. 


No. 
ID 


66641 
LIB3074 


-003- 


-Ql- 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


66642 
LIB3074 


-003- 


-Ql- 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


66643 
LIB3074 


-003- 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


66644 
LIB3074 


-003- 


-Ql 


-Kl 


-C9 


Seq, 
Seq. 


No. 

ID 


66645 
LIB3074 


-003 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


66646 
LIB3074 


-003 


-Ql 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


66647 
LIB3074 


-003 


-Ql 


-Kl 


-E4 


Seq. 
Seq, 


No. 
ID 


66648 
LIB3074 


-003 


-Ql 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


66649 
LIB3074 


-003 


-Ql 


-Kl 


-E7 


Seq. 
Seq. 


No. 
ID 


66650 
LIB3074 


-003 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


66651 
LIB3074 


-003 


-Ql 


-Kl 


-F10 



9763 




Seq. 
Seq. 


No. 

ID 


66652 
LIB3074- 


-003- 


-Ql- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


66653 
LIB3074- 


-003- 


-Ql- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


66654 
LIB3074- 


-003- 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


66655 
LIB3074- 


-003- 


-Ql- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


66656 
LIB3074- 


-003- 


-Ql- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


66657 
LIB3074- 


-003- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


66658 
LIB3074' 


-003- 


-Ql- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


66659 
LIB3074 


-003- 


-Ql' 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


66660 
LIB3074 


-003- 


-Ql' 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


66661 
LIB3074 


-003- 


-Ql' 


-Kl- 


-H4 


Seq. 
Seq. 


No. 
ID 


66662 
LIB3074 


-003 


-Ql' 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


66663 
LIB3074 


-004 


-Ql 


-Kl' 


-A3 


Seq. 
Seq. 


No. 
ID 


66664 
LIB3074 


-004 


-Ql 


-Kl' 


-A5 


Seq. 
Seq. 


No. 

ID 


66665 
LIB3074 


-004 


-Ql 


-Kl' 


-B12 


Seq. 
Seq. 


No. 

ID 


66666 
LIB3074 


-004 


-Ql 


-Kl' 


-B5 


Seq. 
Seq. 


No. 

ID 


66667 
LIB3074 


-004 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


66668 
LIB3074 


-004 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


66669 
LIB3074 


-004 


-Ql 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


66670 
LIB3074 


-004 


-Ql 


-Kl' 


-C3 



9764 




Seq. 
Seq. 


No. 
ID 


66671 
LIB3074 


-004 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 
ID 


66672 
LIB3074 


-004 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


66673 
LIB3074 


-004 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


66674 
LIB3074 


-004 


-Ql 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


66675 
LIB3074 


-004 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


66676 
LIB3074 


-004 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 
ID 


66677 
LIB3074 


-004 


-Ql 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


66678 
LIB3074 


-004 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


66679 
LIB3074 


-004 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


66680 
LIB3074 


-004 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


66681 
LIB3074 


-004 


-Ql 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


66682 
LIB3074 


-004 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


66683 
LIB3074 


-004 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


66684 
LIB3074 


-009 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 
ID 


66685 
LIB3074 


-009 


-Ql 


-El 


-Bl 


Seq. 
Seq. 


No. 

ID 


66686 
LIB3074 


-009 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


66687 
LIB3074 


-009 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


66688 
LIB3074 


-009 


-Ql 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


66689 
LIB3074 


-009 


-Ql 


-El 


-C9 



9765 




Seq. 
Seq. 


No. 

ID 


66690 
LIB3074 


-009 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 
ID 


66691 
LIB3074 


-009 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


66692 
LIB3074 


-009 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


66693 
LIB3074 


-009 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


66694 
LIB3074 


-009 


-Ql 


-El 


-F2 


Seq. 
Seq. 


No. 

ID 


66695 
LIB3074 


-009 


-Ql 


-El 


-F3 


Seq. 
Seq. 


No. 

ID 


66696 
LIB3074 


-009 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


66697 
LIB3074 


-009 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


66698 
LIB3074 


-009 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 

ID 


66699 
LIB3074 


-009 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


66700 
LIB3074 


-009 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 
ID 


66701 
LIB3074 


-009 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


66702 
LIB3074 


-010 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


66703 
LIB3074 


-010 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


66704 
LIB3074 


-010 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


66705 
LIB3074 


-010 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


66706 
LIB3074 


-010- 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


66707 
LIB3074 


-010- 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


66708 
LIB3074 


-010- 


-Ql 


-El 


-C6 



9766 



Seq. 
Seq. 


No. 

ID 


0 

66709 
LIB3074 


-010- 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 
ID 


66710 
LIB3074 


-010- 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


66711 
LIB3074 


-010- 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 
ID 


66712 
LIB3074 


-010- 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


66713 
LIB3074 


-010 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 
ID 


66714 
LIB3074 


-010 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 
ID 


66?15 
LIB3074 


-010 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


66716 
LIB3074 


-010 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 
ID 


66717 
LIB3074 


-010 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


66718 
LIB3074 


-010 


-Ql 


-El 


-F9 


Seq. 
Seq. 


No. 
ID 


66719 
LIB3074 


-010 


-Ql 


-El 


-Gil 


Seq. 
Seq. 


No. 
ID 


66720 
LIB3074 


-010 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


66721 
LIB3074 


-010 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 

ID 


66722 
LIB3074 


-010 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


66723 
LIB3074 


-010 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


66724 
LIB3074 


-010 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


66725 
LIB3074 


-010 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 

ID 


66726 
LIB3074 


-011 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


66727 
LIB3074 


-011 


-Ql 


-El 


-A7 



9767 




Seq. 
Seq. 


No. 

ID 


66728 
LIB3074- 


-011- 


-Ql- 


-El- 


-B10 


Seq. 
Seq. 


No. 

ID 


66729 
LIB3074 


-011- 


-Ql- 


-El- 


-B3 


Seq. 
Seq. 


No. 

ID 


66730 
LIB3074 


-011- 


-Ql- 


-El- 


-B6 


Seq. 
Seq. 


No. 

ID 


66731 
LIB3074 


-011- 


-Ql- 


-El- 


-B8 


Seq. 
Seq. 


No. 

ID 


66732 
LIB3074 


-011- 


-Ql- 


-El- 


-Cll 


Seq. 
Seq. 


No. 

ID 


66733 
LIB3074 


-011- 


-Ql- 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


66734 
LIB3074 


-011- 


-Ql- 


-El 


-C3 


Seq. 
Seq. 


No. 
ID 


66735 
LIB3074 


-011- 


-Ql- 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


66736 
LIB3074 


-011- 


-Ql- 


-El 


-D10 


Seq. 
Seq. 


No. 

ID 


66737 
LIB3074 


-011- 


-Ql 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


66738 
LIB3074 


-011 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


66739 
LIB3074 


-011 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 
ID 


66740 
LIB3074 


-011 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


66741 
LIB3074 


-011 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 
ID 


66742 
LIB3074 


-011 


-Ql 


-El 


-E9 


Seq. 
Seq. 


No. 

ID 


66743 
LIB3074 


-011 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 
ID 


66744 
LIB3074 


-011 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


66745 
LIB3074 


-011 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


66746 
LIB3074 


-011 


-Ql 


-El 


-G5 



9768 



Seq. 
Seq. 


No. 

ID 


O 

66747 
LIB3074 


-Oil 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 
ID 


66748 
LIB3074 


-Oil 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


66749 
LIB3074 


-Oil 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


66750 
LIB3074 


-Oil 


-Ql 


-El 


-H9 


Seq. 
Seq. 


No. 

ID 


66751 
LIB3074 


-012 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


66752 
LIB3074 


-012 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 
ID 


66753 
LIB3074 


-012 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 
ID 


66754 
LIB3074 


-012 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 
ID 


66755 
LIB3074 


-012 


-Ql 


-El 


-A5 


Seq. 
Seq. 


No. 
ID 


66756 
LIB3074 


-012 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 
ID 


66757 
LIB3074 


-012 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


66758 
LIB3074 


-012 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 

ID 


66759 
LIB3074 


-012 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


66760 
LIB3074 


-012 


-Ql 


-El 


-C2 


Seq. 
Seq. 


No. 

ID 


66761 
LIB3074 


-012 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


66762 
LIB3074 


-012 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 
ID 


66763 
LIB3074 


-012 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


66764 
LIB3074 


-012 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 
ID 


66765 
LIB3074 


-012 


-Ql 


-El 


-Fl 



9769 




Seq. 
Seq. 


No. 

ID 


66766 
LIB3074 


-012 


-Ql 


-El 


-Fll 


Seq. 
Seq. 


No. 

ID 


66767 
LIB3074 


-012 


-Ql 


-El 


-F6 


Seq. 
Seq. 


No. 
ID 


66768 
LIB3074 


-012 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 
ID 


66769 
LIB3074 


-012 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 
ID 


66770 
LIB3074 


-012 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 
ID 


66771 
LIB3074 


-012 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 
ID 


66772 
LIB3074 


-012 


-Ql 


-El 


-Hll 


Seq. 
Seq. 


No. 

ID 


66773 
LIB3074 


-012 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


66774 
LIB3074 


-012 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No* 
ID 


66775 
LIB3074 


-012 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


66776 
LIB3074 


-017 


-Ql 


-El 


-Al 


Seq. 
Seq. 


No. 
ID 


66777 
LIB3074 


-017 


-Ql 


-El 


-A10 


Seq. 
Seq. 


No. 

ID 


66778 
LIB3074 


-017 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


66779 
LIB3074 


-017 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


66780 
LIB3074 


-017 


-Ql- 


-El 


-C6 


Seq. 
Seq. 


No. 

ID 


66781 
LIB3074 


-017- 


-Ql- 


-El 


-D12 


Seq. 
Seq. 


No. 

ID 


66782 
LIB3074 


-017- 


-Ql- 


-El 


-D8 


Seq. 
Seq. 


No. 
ID 


66783 
LIB3074 


-017- 


-Ql- 


-El 


-E4 


Seq. 
Seq. 


No. 
ID 


66784 
LIB3074 


-017- 


-Ql- 


-El- 


-F6 



9770 



Seq. 
Seq. 


No. 
ID 


# 

66785 
LIB3074 


-017 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


66786 
LIB3074 


-017 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


66787 
LIB3074 


-017 


-Ql 


-El 


-G8 


Seq. 
Seq. 


No. 
ID 


66788 
LIB3074 


-017 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 
ID 


66789 
LIB3074 


-018 


-Ql 


-El 


-CI 


Seq. 
Seq. 


No. 

ID 


66790 
LIB3074 


-018 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 
ID 


66791 
LIB3074 


-018 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


66792 
LIB3074 


-018 


-Ql 


-El 


-D8 


Seq. 
Seq. 


No. 

ID 


66793 
LIB3074 


-018 


-Ql 


-El 


-D9 


Seq. 
Seq. 


No. 

ID 


66794 
LIB3074 


-018 


-Ql 


-El 


-E12 


Seq. 
Seq. 


No. 

ID 


66795 
LIB3074 


-018 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


66796 
LIB3074 


-018 


-Ql 


-El 


-E4 


Seq. 
Seq. 


No. 
ID 


66797 
LIB3074 


-018 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 

ID 


66798 
LIB3074 


-018 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 
ID 


66799 
LIB3074 


-018 


-Ql 


-El 


-F12 


Seq. 
Seq. 


No. 

ID 


66800 
LIB3074 


-018 


-Ql 


-El 


-F8 


Seq. 
Seq. 


No. 

ID 


66801 
LIB3074 


-018 


-Ql 


-El 


-Gl 


Seq. 
Seq. 


No. 

ID 


66802 
LIB3074 


-018 


-Ql 


-El 


-G10 


Seq. 
Seq. 


No. 
ID 


66803 
LIB3074 


-018 


-Ql 


-El 


-Gil 



9771 




Seq. 
Seq. 


No. 

ID 


66804 
LIB3074- 


-018- 


-Ql- 


-El- 


-G5 


Seq. 
Seq. 


No. 

ID 


66805 
LIB3074- 


-018- 


■Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


66806 
LIB3074- 


-018- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


66807 
LIB3074- 


-018- 


-Ql- 


-El- 


-HI 


Seq. 
Seq. 


No. 

ID 


66808 
LIB3074- 


-018- 


-Ql- 


-El- 


-H10 


Seq. 
Seq. 


No. 
ID 


66809 
LIB3074 


-018- 


-Ql- 


-El- 


-Hll 


Seq. 
Seq. 


No. 

ID 


66810 
LIB3074 


-019- 


-Ql- 


-El- 


-All 


Seq. 
Seq. 


No. 
ID 


66811 
LIB3074 


-019- 


-Ql- 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


66812 
LIB3074 


-019- 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


66813 
LIB3074 


-019- 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 
ID 


66814 
LIB3074 


-019- 


-Ql 


-El 


-C4 


Seq. 
Seq. 


No. 

ID 


66815 
LIB3074 


-019- 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 
ID 


66816 
LIB3074 


-019- 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


66817 
LIB3074 


-019- 


-Ql 


-El 


-D3 


Seq. 
Seq. 


No. 

ID 


66818 
LIB3074 


-019- 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


66819 
LIB3074 


-019- 


-Ql 


-El 


-E2 


Seq. 
Seq. 


No. 

ID 


66820 
LIB3074 


-019- 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


66821 
LIB3074 


-019 


-Ql 


-El 


-Fll 


Seq. 
Seq. 


No. 

ID 


66822 
LIB3074 


-019 


-Ql 


-El 


-F5 



9772 




Seq. 
Seq. 


No. 
ID 


66823 
LIB3074 


-019- 


-Ql- 


-El- 


-G4 


Seq. 
Seq. 


No. 

ID 


66824 
LIB3074 


-019- 


-Ql- 


-El- 


-G6 


Seq. 
Seq. 


No. 

ID 


66825 
LIB3074 


-019- 


-Ql- 


-El- 


-Hll 


Seq. 
Seq. 


No. 
ID 


66826 
LIB3074 


-019- 


-Ql- 


-El- 


-H4 


Seq. 
Seq. 


No. 

ID 


66827 
LIB3074 


-019- 


-Ql 


-El- 


-H7 


Seq. 
Seq. 


No. 

ID 


66828 
LIB3074 


-019- 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 
ID 


66829 
LIB3074 


-020- 


-Ql 


-El 


-All 


Seq. 
Seq. 


No. 
ID 


66830 
LIB3074 


-020- 


-Ql 


-El 


-A6 


Seq. 
Seq. 


No. 

ID 


66831 
LIB3074 


-020- 


-Ql 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


66832 
LIB3074 


-020 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


66833 
LIB3074 


-020 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


66834 
LIB3074 


-020 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 

ID 


66835 
LIB3074 


-020 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


66836 
LIB3074 


-020 


-Ql 


-El 


-G10 


Seq. 
Seq. 


No. 

ID 


66837 
LIB3074 


-020 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


66838 
LIB3074 


-020 


-Ql 


-El 


-G5 


Seq. 
Seq. 


No. 
ID 


66839 
LIB3074 


-020 


-Ql 


-El 


-G6 


Seq. 
Seq. 


No. 
ID 


66840 
LIB3074 


-020 


-Ql 


-El 


-H12 


Seq. 
Seq. 


No. 

ID 


66841 
LIB3074 


-020 


-Ql 


-El 


-H3 



9773 



# 



Seq. 
Seq. 


No. 

ID 


66842 
LIB3074 


-020 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


66843 
LIB3074 


-020 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 
ID 


66844 
LIB3074 


-020 


-Ql 


-El 


-H7 


Seq. 
Seq. 


No. 
ID 


66845 
LIB3074 


-020 


-Ql 


-El 
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LIB3074 


-030 


-Ql 


-K2 


-F2 


Seq. 
Seq. 


No. 

ID 


67031 
LIB3074 


-030 


-Ql 


-K2 


-F3 



9783 



© 



Seq. 
Seq. 


No. 

ID 


67032 
LIB3074 


-030 


-Ql 


-K2 


-F5 


Seq. 
Seq. 


No. 

ID 


67033 
LIB3074 


-030 


-Ql 


-K2 


-G3 


Seq. 
Seq. 


No. 

ID 


67034 
LIB3074 


-030 


-Ql 


-K2 


-G4 


Seq. 
Seq. 


No. 
ID 


67035 
LIB3074 


-030 


-Ql 


-K2 


-G5 


Seq. 
Seq. 


No. 

ID 


67036 
LIB3074 


-030 


-Ql 


-K2 


-G7 


Seq. 
Seq. 


No. 
ID 


67037 
LIB3074 


-030 


-Ql 


-K2 


-H4 


Seq. 
Seq. 


No. 
ID 


67038 
LIB3074 


-031 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 
ID 


67039 
LIB3074 


-031 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 
ID 


67040 
LIB3074 


-031 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


67041 
LIB3074 


-031 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 
ID 


67042 
LIB3074 


-031 


-Ql 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


67043 
LIB3074 


-031 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


67044 
LIB3074 


-031 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 
ID 


67045 
LIB3074 


-031 


-Ql 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


67046 
LIB3074 


-031 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


67047 
LIB3074 


-031- 


-Ql 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


67048 
LIB3074 


-031- 


-Ql 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


67049 
LIB3074 


-031- 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


67050 
LIB3074 


-031- 


-Ql- 


-Kl 


-E6 



9784 




Seq. 
Seq. 


No. 

ID 


67051 
LIB3074 


-031 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


67052 
LIB3074 


-031 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 
ID 


67053 
LIB3074 


-031 


-Ql 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


67054 
LIB3074 


-031 


-Ql 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


67055 
LIB3074 


-031 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


67056 
LIB3074 


-031 


-Ql 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


67057 
LIB3074 


-031 


-Ql 


-K2 


-Al 


Seq. 
Seq. 


No. 

ID 


67058 
LIB3074 


-031 


-Ql 


-K2 


-A2 


Seq. 
Seq. 


No. 

ID 


67059 
LIB3074 


-031 


-Ql 


-K2 


-A7 


Seq. 
Seq. 


No. 

ID 


67060 
LIB3074 


-031 


-Ql 


-K2 


-A9 


Seq. 
Seq. 


No. 

ID 


67061 
LIB3074 


-031 


-Ql 


-K2 


-B10 


Seq. 
Seq. 


No. 

ID 


67062 
LIB3074 


-031- 


-Ql 


-K2 


-B12 


Seq. 
Seq. 


No. 

ID 


67063 
LIB3074 


-031- 


-Ql 


-K2 


-B4 


Seq. 
Seq. 


No. 
ID 


67064 
LIB3074 


-031- 


-Ql 


-K2 


-B8 


Seq. 
Seq. 


No. 
ID 


67065 
LIB3074 


-031- 


-Ql- 


-K2 


-CI 


Seq. 
Seq. 


No. 
ID 


67066 
LIB3074 


-031- 


-Ql- 


-K2 


-C4 


Seq. 
Seq. 


No. 
ID 


67067 
LIB3074 


-031- 


-Ql- 


-K2 


-C5 


Seq. 
Seq. 


No. 

ID 


67068 
LIB3074 


-031- 


-Ql- 


-K2- 


-D10 


Seq. 
Seq. 


No. 

ID 


67069 
LIB3074 


-031- 


-Ql- 


-K2- 


-D4 



9785 




Seq. 
Seq. 


No. 
ID 


67070 
LIB3074 


-031 


-Ql 


-K2 


-D7 


Seq. 
Seq. 


No. 
ID 


67071 
LIB3074 


-031 


-Ql 


-K2 


-D9 


Seq. 
Seq. 


No. 

ID 


67072 
LIB3074 


-031 


-Ql 


-K2 


-El 


Seq. 
Seq. 


No. 
ID 


67073 
LIB3074 


-031 


-Ql 


-K2 


-E6 


Seq. 
Seq. 


No. 

ID 


67074 
LIB3074 


-031 


-Ql 


-K2 


-F8 


Seq. 
Seq. 


No. 
ID 


67075 
LIB3074 


-031 


-Ql 


-K2 


-F9 


Seq. 
Seq. 


No. 
ID 


67076 
LIB3074 


-031 


-Ql 


-K2 


-Gil 


Seq. 
Seq. 


No. 
ID 


67077 
LIB3074 


-031 


-Ql 


-K2 


-G12 


Seq. 
Seq. 


No. 

ID 


67078 
LIB3074 


-031 


-Ql 


-K2 


-G2 


Seq. 
Seq. 


No. 

ID 


67079 
LIB3074 


-031 


-Ql 


-K2 


-G7 


Seq. 
Seq. 


No. 

ID 


67080 
LIB3074 


-031 


-Ql 


-K2 


-G9 


Seq. 
Seq. 


No. 

ID 


67081 
LIB3074 


-031 


-Ql 


-K2 


-H12 


Seq. 
Seq. 


No. 

ID 


67082 
LIB3074 


-031 


-Ql 


-K2 


-H4 


Seq. 
Seq. 


No. 

ID 


67083 
LIB3074 


-031 


-Ql 


-K2 


-H5 


Seq. 
Seq. 


No. 

ID 


67084 
LIB3074 


-033 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


67085 
LIB3074 


-033 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 
ID 


67086 
LIB3074 


-033 


-Ql 


-Kl 


-A6 


Seq. 
Seq. 


No. 
ID 


67087 
LIB3074 


-033 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 
ID 


67088 
LIB3074 


-033 


-Ql 


-Kl 


-B12 



9786 



Seq. 
Seq. 


No. 

ID 


67089 
LIB3074- 


-033- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


67090 
LIB3074- 


-033- 


-Ql- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 
ID 


67091 
LIB3074- 


-033- 


-Ql- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


67092 
LIB3074- 


-033- 


-Ql- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


67093 
LIB3074- 


-033- 


-Ql- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


67094 
LIB3074- 


-033- 


-Ql- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


67095 
LIB3074- 


-033- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


67096 
LIB3074 


-033- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 
ID 


67097 
LIB3074 


-033- 


-Ql- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 
ID 


67098 
LIB3074 


-033- 


-Ql- 


-Kl 


-E8 


Seq. 
Seq. 


No. 
ID 


67099 
LIB3074 


-033- 


-Ql- 


-Kl 


-F10 


Seq. 
Seq. 


No. 
ID 


67100 
LIB3074 


-033- 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


67101 
LIB3074 


-033- 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


67102 
LIB3074 


-033- 


-Ql 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


67103 
LIB3074 


-033 


-Ql 


-Kl 


-F5 


Seq. 
Seq. 


No. 
ID 


67104 
LIB3074 


-033 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


67105 
LIB3074 


-033 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


67106 
LIB3074 


-033 


-Ql 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


67107 
LIB3074 


-033 


-Ql 


-Kl 


-H10 



9787 




Seq. 
Seq. 


No. 
ID 


67108 
LIB3074- 


-033- 


■Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


67109 
LIB3074- 


-033- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


67110 
LIB3074- 


-034- 


-Ql- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


67111 
LIB3074- 


-034- 


-Ql- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


67112 
LIB3074- 


-034- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


67113 
LIB3074- 


-035- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


67114 
LIB3074- 


-035- 


-Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


67115 
LIB3074 


-035- 


-Ql- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


67116 
LIB3074 


-035- 


-Ql- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


67117 
LIB3074 


-035- 


-Ql- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 
ID 


67118 
LIB3074 


-035- 


-Ql- 


-Kl 


-C4 


Seq. 
Seq. 


NO. 

ID 


67119 
LIB3074 


-035- 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


67120 
LIB3074 


-035 


-Ql 


-Kl 


-D4 


Seq. 
Seq. 


No. 
ID 


67121 
LIB3074 


-035 


-Ql 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


67122 
LIB3074 


-035 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


67123 
LIB3074 


-035 


-Ql 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


67124 
LIB3074 


-035 


-Ql 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


67125 
LIB3074 


-035 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


67126 
LIB3074 


-035 


-Ql 


-Kl 


-F3 



9788 




Seq* 
Seq. 


No. 

ID 


67127 
LIB3074- 


-035- 


Ql- 


Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


67128 
LIB3074- 


-035- 


Ql- 


■Kl- 


■Gil 


Seq. 
Seq. 


No. 

ID 


67129 
LIB3074- 


-035- 


■Ql- 


■Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


67130 
LIB3074- 


-035- 


■Ql- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


67131 
LIB3074- 


-036- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


67132 
LIB3074- 


-036- 


-Ql- 


■Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


67133 
LIB3074- 


-036- 


■Ql- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


67134 
LIB3074- 


-036- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


67135 
LIB3074 


-036- 


-Ql- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


67136 
LIB3074 


-036- 


-Ql- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 
ID 


67137 
LIB3074 


-036- 


-Ql- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


67138 
LIB3074 


-036- 


-Ql- 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


67139 
LIB3074 


-036- 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


67140 
LIB3074 


-036- 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


67141 
LIB3074 


-036 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


67142 
LIB3074 


-036 


-Ql 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


67143 
LIB3074 


-036 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


67144 
LIB3074 


-036 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


67145 
LIB3074 


-036 


-Ql 


-Kl 


-E12 



9789 




Seq, 
Seq. 


No. 

ID 


67146 
LIB3074- 


-036- 


-Ql- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


67147 
LIB3074- 


-036- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


67148 
LIB3074- 


-036- 


-Ql- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


67149 
LIB3074- 


-036- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 
ID 


67150 
LIB3074- 


-036- 


-Ql- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 
ID 


67151 
LIB3074 


-036- 


-Ql- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


67152 
LIB3074 


-036- 


-Ql- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


67153 
LIB3074 


-037- 


-Ql- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


67154 
LIB3074 


-037- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 
ID 


67155 
LIB3074 


-037 


-Ql- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


67156 
LIB3074 


-037 


-Ql- 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


67157 
LIB3074 


-037 


-Ql- 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


67158 
LIB3074 


-037 


-Ql 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


67159 
LIB3074 


-037 


-Ql 


-Kl 


-B8 


Seq. 
Seq. 


No. 
ID 


67160 
LIB3074 


-037 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 
ID 


67161 
LIB3074 


-037 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


67162 
LIB3074 


-037 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


67163 
LIB3074 


-037 


-Ql 


-Kl 


-C6 


Seq. 
Seq. 


No. 
ID 


67164 
LIB3074 


-037 


-Ql 


-Kl 


-C7 



9790 




Seq. 
Seq. 


No. 
ID 


67165 
LIB3074 


-037- 


-Ql- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


67166 
LIB3074 


-037- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


67167 
LIB3074 


-037- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


67168 
LIB3074 


-037- 


-Ql- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


67169 
LIB3074 


-037- 


-Ql 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


67170 
LIB3074 


-037- 


-Ql 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


67171 
LIB3074 


-037 


-Ql 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


67172 
LIB3074 


-037 


-Ql 


-Kl 


-E4 


Seq. 
Seq. 


No. 
ID 


67173 
LIB3074 


-037 


-Ql 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


67174 
LIB3074 


-037 


-Ql 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


67175 
LIB3074 


-037 


-Ql 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


67176 
LIB3074 


-037 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


67177 
LIB3074 


-037 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


67178 
LIB3074 


-037 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


67179 
LIB3074 


-037 


-Ql 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


67180 
LIB3074 


-037 


-Ql 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


67181 
LIB3074 


-037 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 
ID 


67182 
LIB3074 


-037 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 
ID 


67183 
LIB3074 


-037 


-Ql 


-Kl 


-H5 



9791 




Seq. 
Seq. 


No. 

ID 


67184 
LIB3074 


-037- 


-Ql- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


67185 
LIB3074 


-037- 


-Ql- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


67186 
LIB3074 


-038- 


-Ql- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


67187 
LIB3074 


-038- 


-Ql- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


67188 
LIB3074 


-038 


-Ql- 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


67189 
LIB3074 


-038 


-Ql- 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


67190 
LIB3074 


-038 


-Ql- 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


67191 
LIB3074 


-038 


-Ql 


-Kl 


-C10 


Seq. 
Seq. 


No. 
ID 


67192 
LIB3074 


-038 


-Ql 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


67193 
LIB3074 


-038 


-Ql 


-Kl 


-C4 


Seq. 
Seq. 


No. 
ID 


67194 
LIB3074 


-038 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


67195 
LIB3074 


-038 


-Ql 


-Kl 


-C8 


Seq. 
Seq. 


No. 
ID 


67196 
LIB3074 


-038 


-Ql 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


67197 
LIB3074 


-038 


-Ql 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


67198 
LIB3074 


-038 


-Ql 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


67199 
LIB3074 


-038 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


67200 
LIB3074 


-038 


-Ql 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


67201 
LIB3074 


-038 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


67202 
LIB3074 


-038 


-Ql 


-Kl 


-F10 



9792 




Seq. 
Seq. 


No. 
ID 


67203 
LIB3074- 


-038- 


Ql- 


■Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


67204 
LIB3074- 


-038- 


Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


67205 
LIB3074- 


-038- 


-Ql- 


-Kl- 


-GIO 


Seq. 
Seq. 


No. 
ID 


67206 
LIB3074- 


-038- 


-Ql- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


67207 
LIB3074- 


-038- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


67208 
LIB3074- 


-038- 


-Ql- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


67209 
LIB3074- 


-038- 


-Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


67210 
LIB3074- 


-038- 


-Ql- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 
ID 


67211 
LIB3074- 


-039- 


-Ql- 
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-E8 


Seq. 
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-002 
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-Fl 


Seq. 
Seq. 
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ID 
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-002 


-Ql 
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-FIX 


Seq. 
Seq. 
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-002 
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Seq. 
Seq. 


No. 
ID 


67291 
LIB3087 


-002 
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-002 
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Seq. 
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-002 
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-002 


-Ql 
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-Gil 


Seq. 
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67295 
LIB3087 


-002 
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-G12 


Seq. 
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-002 
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Seq. 
Seq. 
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9797 




Seq. 
Seq. 
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Seq. 
Seq. 
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Seq. 
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Seq. 
Seq. 
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Seq. 
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Seq. 
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Seq. 
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-Kl- 


-A12 


Seq. 
Seq. 
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ID 


67323 
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-004 


-Ql- 


-Kl- 


-A3 


Seq. 
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67324 
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-004 
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-Kl- 
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Seq. 
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-004 
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-C12 


Seq. 
Seq. 


No. 

ID 
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-004 
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-D10 
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ID 
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-004 
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-004 
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-004 
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